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GeneMarker HID Workflow

STR Human Identity Software

GeneMarkerHID supports numerous
applications for Human Identity,

L'L Panel Editor

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

and Allele Calls ’@

Select your process settings

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

W Size Template Editor

Positive Control Template Editor
File Conversion

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

Replicate Comparison

Output Trace Data ...
Export Electropherogram ...

Tools Help
&8 Pedigree
%= Export CODIS
Profile Comparison View
Relationship Testing

Mixture Analysis
Ru n Cell Line Authentication
Application(s)
Print or Export
Results




Importing Raw Data

GeneMarker® HID

User Manual Chapter 2
2L GeneMarker HID =N o —~™
View Project Applicatig . .
Y penData : Nawgatg to File — Qpen =
B Open Project Data to import your files.
Reopen Project  »

Close Al STR Human Identity Software
Exit
Click Add, and navigate to the
specific files you would like to
'. ,H| H\ I import (.hid, .fsa, .sg1).
L WIRLVAT, LA 1 v L UBEARLLL LY O AVAVAYAVAVAVAPAVA ELSNARARARATADATABAVA LT ,‘:r-]
T Open Data Files ’ (=3
Data File List: A
Add... »
Remove
_Remove Al
Add Folder... |
Default
Page Up  Page Down

E Channels...l v Auto-Elevate

oK | Cancel |




Basic Navigation User Manual Chapter 2

Process Raw Data oo
File { v Project Applications Tools Help
= | > ||H] IS It =3 - \ e\ % Bl L & B M A DT | 'I e @
(] Untitied 4{} | »l
=1 RawData i X
' jw Toggle dye COIorS 40 2,000 3,000 4000 5,000 6,000 7,000
SWAF:T_10_C2fsa ' ” - , . - - = ,
~B PAT_10_C3fsa 12,0004 ---------- A e e (ARRRRERE, R booooeoe (R

: PAT_10_F.fsa
: PAT_11_C.fsa ]
-B raT_11_Fisa | Double-click on a

: PAT_11_M.fsa .
B raT12cia | S@MPple file to

B P12 FRa ) display/hide it.
: PAT_12_M.fsa i

: PAT_13_C.fsa 2,000 e
: PAT_13_F.fsa :

: PAT_13_M.fsa 0]
: PAT_14_Cfsa
: PAT_14_F.fsa

10.0004-------oooaonnn-

PAT 14 M.f PAT_10_C2fsa X
. Isa
B PAT 8 Cilsa 0 1,000 2,000 3,000 4,000 5,000 6,000 7,000
~[B PAT_8 F.fsa 12000 ----------demmmeeee e I ssssssssskoscscsssssdossscscssa- fessccsc===- e s ety
: PAT_8_M.fsa — iy 'I : : : :
~[B) PAT_9 Cfsa 10,000 | |” """" 1 Draw a box from left to
: PAT_9_F.fsa " I-L . .
B PAT_9 Mfsa 8,000 I “““ : o U S R -1 right with your mouse to
' tg §i1—taj:e'—13-;sa L e SRR || N |1 zoom in. Right to left
: : _Ladder_s.tsa X X
4,000 | = _\1---1{ zooms back out.
708 S——— ] ——— e
ol : ny iL ll“ .lihll]nl. 1 1 | L

Page Up Page Down

New 24 samples PC error: 0/0 NC 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 @ r
Template Selection |
-------------------------- Set the template of the project B
__________________________ (¢ Select an existing template or create one
_________________________ 4 GlobalFiler Template Name: |Ideriiie (2) Or, manually
g Identifiler Panet |Identifler ~ select your Panel,
Minifiler .
_________________________ g Powerplex_] 6 Size Standard: |GS5UU_1 LIM Slze Standard,
4 PowerPlex_18D m E and Standard
_________________________ g Powerple){ 2-' Standa[d COIO[: LZ hd Color-
4 PowerPlex_ESI_17 Analysis Type: |HID ~I
......................... “ PowerPlex_Fusion
' & save | X Delete |
________________ (1) Select the pre-saved
template corresponding
---------------- | to your kit or chemistry.
: ; | Next >> Cancel | |
B8 E— y '}ﬁgu-t.---a 20— | —
. b
U - JEUUL | (3) After making your .
T ST selections, click Next >> [T =




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 options

Raw Data Analysis

1al

[~ Enhanced Smooth

[v Auto Range [frame)
0 S

[v Smooth

[~ Peak Saturation |v Baseline Subtraction
[ Enhanced Baseline Subtraction

v Pull-up Correction | Spike Removal

Size Call

¢ Local Southern " 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 [bps)

C () -~
B0 v|

Peak Detection Threshold: ﬂ

waly -~
600 'I

Min Intensity: |50 :l Max Intensity: {30000 :l

Percentage > |25 ¢| Global Max

«Back | [THewss Cancel |
I
R 1 S S
\ .Lig‘ 1 , J LU
e A W T e




Run Wizard: Additional Settings

User Manual Chapter 2

__________________________

__________________________

_________

_________

_________________________________________________________

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

Run Wizard
Additional Settings - HID Analysis

Set additional options related to the different analysis type

Select these two settings to
automatically calibrate the ladder to
the instrument run, and to enable the
program to select the best fit ladder
for each sample.

Alleic Ladder: | NONE

Positive Control Template: INDNE

Allele Evaluation
Peak Score:

Reject < |U.50 Check

[ Misture Evaluation
Walid Misture Peak Percentage:

Min Mixture Marker Number:

|?.UU < Pass

I

~|
v Auto Panel Adjustment
After making your
selections click OK
«Back | [TTTHK Cancel |

N

v Auto Select Best Ladder

;Jw“ ¥ |uri.ﬂ|'ln;f;‘.;;;;;;"
"m,t _—

rathl




Reviewing Results User Manual Chapter 3

~

P&, GeneMarker HID - Untitled =NACN X

Green Icons indicate that

)
[ ' Iv e &k MIRER = ' &« | Marker |-None: | &) &
size calling was successful. | — > ° % & || = arker. | £

e | 0
&6 | pwData PAT_Ladder_1.fsa &S
= le Call |

SN D8s1179 | | D21511 | [ p7ss20 || csFipo |
LDz PAT_Ladder_1.fsa 100 150 200 250 300 350
. LD: PAT_Laddel_3.[sa 800 TAA A AN TRTTIANNN

By,
B PAT_10_C2fsa . i '
paT_10cata | Passing Allelic Ladders

B PAT_10 Ffsa are in Bold font.

B PAT_11_Ffsa [ 200
?
? 0

-200

? B PAT_13_Cfsa

! ~B PAT13 Ffsa PAT_10_Cl.fsa (Ref Ladder: PAT_Ladder_3fsa) x
0 L [ Dpesi17s | [ D21s1 | [ D7ss20 | [ csFipo |
5 100 150 200 250 300 350
’ 4,000 4
?
z 3,000 0% E
? 2,000
?
? 1,000
Project details are summarized L JU
at the bottom of the screen: Sl

> New 24 samples PC error: 0/0 NC error: 0/0 Ladder error: 0/2 #Failed=0 #Flagged=17




Marker Specific Settings

User Manual Chapter 5

o
il Panel Editor

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

<4

2’ ESSplex_Plus_Panels_
[# ESSplex_SE_Plus_Pan
A FFFL

- 2’ DIPplex_Panels_v0

Ii@zzl
|

i Edit Marker
|denti

I »

E-& Samples

Right click on a marker and select

File Tools Help
DIEHB| X - =
B Panshs Select your panel from @
= PoiectPanel | the file tree to the left. DBS1178
@[ Identifiler — — 160 170
- @-[& Identifiler: PAT_Ladder_| = B LB LB B B L A
- @-[& Identifier: PAT_Ladder_ 1,000
= Panel Templates
[ COfler 0
2’ 24plex_Panels_v2 500
&-[# Argus_X12_Panels_v1
&[4 Argus_Y_12_Panels_v1 4001
&[4 COfiler 200
&[4 COfiler_CODIS
&[4 CTTV 0]
B
B
B
"

Edit Marker to view analysis

thresholds for that locus.

Select the panel from the Panel
Template list to make and save any
changes to the marker parameters.

am

[Panel Name]: Identifiler

[Ploidy]: 2

—

Marker Parameters

Marker Name:
MNucleatide Repeats (x): |4 Ll
Boundary: |118.3 To |1?4.D
Min Homozygate Intensity: ’507 j
< = |nconclusive <= 200 ﬂ
Min Heterozygote Intensity: ,507 j
< = Inconclusive <= ’Wj
Max Heterozygote Imbalance: Ir %
Min Heterozygote Imbalance: ,r %
[~ Apply Homo/Hetero Settings to All Markers
Stutter Filter: N - x |8.2 %
N - 2x |17 %
nex %
[ Apply Stutter Settings to All Markers
0K Cancel |

)




Reviewing Size Calls

User Manual Chapter 4

~

.
Jll. GeneMarker HID - Untitled RN X
File View Project Applics Click the size calibration ! |
@ | v |# [E B | icon to review sizing data. | =40 B M - 1A «| Mater [Tiore | 8 @
& Untitied ™ | 2l
-6 RawData PAT_Ladder_1.fsa 2
=61 Allele Call
) i n PAT 1 adda 1 foc [ Dpss1179 | | D21511 | | p7ss20 || csFipo | ]
i, Calibration Charts E‘M
= vk &d H - & Help
. | Sample Name | score| 35.0bps ~ ’ Expected Size - GS500_1
— 50 100 150 200 250 300 350 400 450 500
PAT_12_Cfsa 95
PAT_12_F.fsa 94 100
PAT_12_M.fsa 94
PAT_13 C.fsa 94 0
PAT_13_F.fsa 94 )
PAT 14 Cfea a4 = PAT_12_Cfsa 3425/4196
PAT 14 F fsa 94 50004 75 100 1395060 200 300 34850 400 450
PAT_14_M.fsa 94 : J T Y TT v Y
PAT_9_C.fsa 34 N LA A 7} ] 5 | | |
PAT_9 M.fsa 94 e A S S B S o s
PAT Ladder_3fsa 93 — 2000 2500 3000 3500 4000 4500 5000 5500 6000 6500
PAT_10_C1.fsa 93 PAT_12_C.fsa -
PAT_10_C2.fsa 93 :
PAT_10_C3.fsa 33 ;
PAT_10_F.fsa 33 :
PAT_11_C.fsa 33 :
PAT 11 Flfsa 93 % ;
<« | mn ‘ » '
DISABLED SIZE 350bps  |50.0bps 5
STD &VG 0.0 0.0 ;
STD DEV 0.0e+00  0.0e+00 :
STD MAX-MIN 0.0 0.0 ;
2,500 3,000 3,500 4000 4500 5,000 5,500 6,000 6,500
< [ ) Frame v
A




Reviewing Results User Manual Chapter 3
s 1
#l, GeneMarker HID - Until| C|ick the show chart/table icon | Lo
File View Project A .
== EEJ = =*1 to display a peak table below = TrEm = @
2 = O v v | Marker |-None | | &
w! ? ™ the electropherogram. - —
Kl — a Report H - % Help
PAT_10_C2fsa [(Ref Ladder: PAT_Ladder_3.fsa) x Sample e Allele#lAllele# n
| D351179 | 21 |PAT_10 Cl.fsa |D851179 | 11 M 13
110 120 130 140 150 160 —=
22 |PAT_10_Cl.fsa |D21511 (@ 28 f3z.2
23 |PAT_10 _Cl.fsa |D7S5820 |@f 10 M 1z
600 24 |PAT_10_Cl.fsa |cSFiPO (M 11 f@F 12
25 [PAT_10_c2.£sa |D351179 & 13
400 26 |PAT 10 _C2.fsa [D21511 |§F 27 ff32.z
27 |paT_10_cz.fsa(D7s820 (X 9 @ 10
200 28 |PAT_10_C2.fsa|CSFiPO0 |fF 11 M 13
29 |PAT_10_C3.fsa |Das1179 | 1z M 13
ol— N 210 |PAT_10_C3.fsa |Dz21511 (@ 27 fMF3z.z
L on a3 211 |PAT = =
-1z |2z Allele Calls are summarized
No. | Dye Size Height | Ht_Ratio | Marker Allele Quality Quality Rea. |? 13 |PAT | in the Report Table tO the
1 FaM 1351 372 0.56 Das1173 1 Check IMB 214 |PAT| ht
2 FaM 1439 E60 1.00 Das1173 13 Pass Il .
3 FAM 1962 628 100  D21s11 27 Pass 21 [ear] N9
4 FAM 2179 442 0.70 D21511 322  Pass 216 [PAT_10_F.fsa [CSF1PO (fFf 11 M 11
5 Fahd 2663 290 0.23 D75820 3 IMB 217 |PAT 11 C.fsa ([Das117s (§f 13 M 16
B FaM 271.0 998 1.00 D75820 10 Pass 0 PAI— =
7 FAM 3250 315 0.74 CSF1POD 11 Pass = = g g g
8 FAM 3332 425 100  CSFIPO 13 Pass >1s |;az| Green icons indicate that a
220 |=at| peak passed all analysis
221 [paT
——— parameters. Yellow peaks
>23 |eaz] are in the check range for a
« v |17 7| parameter, and red peaks
New 24 samples PC error: 0/0 NC 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 &
Report Table Actions:
File View Project Applications Tools Help
= | » Bﬂ @ @ & H - @\ @\ IZZ( @ I—_lv = t‘ Insert an Allele
Delete an Allele
L' Delete Alleles
PAT_10_C2fsa [RefLadder: PAT_Ladder_3.fsa) .
I D3S1179 Edit an Allele
125 130 135 140 145 150 155 160 14 Confirm an Allele
o e s —ar— o .
Confirm Alleles
600 The Qua“ty 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
& - - SR = Saturated (Repaired)
No. | Dye Size Height | Ht_Ratio | Marker Allele Quality Quality Rea... | Plate ID SP = Saturated (Pull- up)
1 FaM 1351 372 0.56 D851173 11 Check IMB PL = Beyond Ploidy
2 FamM 1439 EBE0 1.00 D851173 13 Pass _ s
3 FAM 1962 628 100  D21s11 27 Pass B
4 FAM 2179 442 0.70 D21511 322 Pass HI = High Intensity
5 FAM 2669 290 0.29 D75820 9 IMB IMB I
6 FAM 2710 938 100  D75820 10 Pass e e S RIS
7 Fa 325.0 315 0.74 CSF1PO 1 Pass IHO = In Homozygote Inconclusive
8 FAM 3332 425 1.00 CSF1PO 13 Pass .
IHE = In Heterozygote Inconclusive
[
Quality Reason definitions can be
displayed by clicking the Help button.
24 samples PC error: 0/0 NC error: 0/0 Ladder error: 0/2 #Failed=0 #Flagged=17




Editing Allele Calls User Manual Chapter 3

,
Jll. GeneMarker HID - Ladders OK.SGF =NACN X
File View Project Applications Tools Help
Bﬁ' | 4 E @ HE] @ . v \ e\ [ZE @ | vl v D v Marker:l--None- EI i
Kl | 2]
PAT_10_C2fsa (Ref Ladder: PAT_Ladder_3.fsa) 135.2/606 x
| D851179 |
115 120 125 130 135 140 145 150 155 160 165 170
TR Ll T— Ll - T— Ll T— Ll T— T T T—
600 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 S S ——
Confirm Ctrl+M — — — —
Unconfirm Ctrl+Alt+M
No. | Dye Size Height | Ht_Ratio | Marker Allele| Confirm All J
1 FAM 1351 372 056 D851179 11 ontirm
2 FAM 1439 BEB0  1.00 Das1179 13 Unconfirm All i i
3 FAM 1962 628 1.00 021511 27 Edits will be appended
4 FAM 2179 442 070 D21511 32.2 Undo to the peak table and
5 FaM 2669 230 029 D75820 9
6 FAM  271.0 993 100  D75820 10 Show Columns - report table.
7 FAM 3250 315 0.74 CSF1PO 11
8 FAM 3332 425  1.00 CSF1PO 13 Copy Table Ctrl+C
View History...
24 samples PC error: 0/0 NC error: 0/0 Ladder error: 0/2 #Failed=0 #Flagged=17 4




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. |
L | Use the tabs to toggle
Print R
ki .| between Standard, Advanced,
¢ Select an Existing Template _Zzate One Stk |Advanced| Page |\ and Page Settings_
Template Name: |Grouped by Dye Print Type |
¢ Normal " Chart Overlay
g rped b}f Dye Samples Dyes
¢ All Samples v FaM v
4 Standard Y Y
" Selected Samples v vIC m
0.97
Contents MRS
[V Electropherogram MIRE
[V PeakTable el
* Follow Trace Chart LI Mix Dyes
. . . i i [~ Hide Bi
CI|Ck PreV|eW tO review the Start after All Charts Finished e bins
. . . g " Start on Separate Page
image prior to printing.
u m
" Use Last Template
L [ﬁ Preview & save | x Delete | & Ok | Cancel |
R —“‘-J-—qu ""“Wu Wwo—w-—p/’v v \w’vﬂ.\r’————-—w—-ﬂ/\-}d L’J L'




Generating Print Reports

User Manual Chapter 6

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

0.64

==

PDF file v

File Naming Method

Export Report to Files

Export Format:

oy
-
1

-
Export Directory:

|C:\Program Files (#86)\SoftGenetics\GeneMarker_| _I

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 |Template: Identifiler
User: Admin |Panel: Identifiler
Project Comments:
Sample 1: RefLadder: PAT Ladder_3.fsa Run date and time: 02/27/2007 - 08:05:53 -> 02/27/2007 - 08:41:31
Dye: FAM - 8 peaks -PAT_10_C3.fsa
[ D851179 ] [ D21511 ] D75820 ] [ csFipPo ]
80 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380
2,000
1,000
L .M H L
T MMM 4 MM W WM W W W M M W W W NN M MW
1§13 27] 32 8ls] 112
Dye:VIC - 10 peaks -PAT_10_C3.fsa
[ D3s1388 | | THO1 ] [ D13S317 | [ D165538 | | D251338 ]
80 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380
T ™ TR T T T TP T AT =TT AT e
3,000
2,000

1I0007 M J
0 -———t P SRR, U
L

I -

Dye:NED -7 peaks -PAT_10_C3.fsa '
[ p1gs4zz | | VWA ] [ mPox ] | D18S51 |
80 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380
1,500
1,000
500
0] il
14]16.2 17 8] [13] 16]
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 L e T
3,000
2,000]
1,000 r ‘
0-—r—nr s it |
i) 1 MM VYUV UYY YUY




Saving Text Data

User Manual Chapter 6

The Report Table can be

Report G & ~

Samp%ﬁ}i Marker
saved as an excel or text file L T
b imol licking th icon 2 |eAaT_10 c1.£sa |[D21s11
y simply clicking the || Icon. 3 |[pAaT_10 c1.£sa |D7S820

" ’l 4 |[PAT_10_Cl.fsa |[CSF1PO
. . f 10 C2.£sa |D8S1179
The Report Table will be saved in the same e
format in which it is being displayed. Click the|[§| o cz.zs2 |o7s020
icon to modify the contents and format of the [10_C2-fsa |CSF1EO
| f 10 C3.£sa |DBS1173
report table. f 10 C3.£fsa |D21S11
| 1 T | [ 11 [PAT_10_c3.£sa [D7s820
-
Allele Report Settings A l—?:hl 2 |PAT_10_C3.fsa [CSF1PO
3 [PAT_10_F.fsa D351173
Report Style Options 4 |PAT_10_F.fsa D21511
" Allele List v Extend Diploid Homozygous 5 [PAT_10_F.fsa D75820
& |PAT 10 _F.f CSF1PO
(¢ Forensics V' Show Allele Name ===
7 |PAT_11_C.fsa DE51179
" Bin Table [~ Show Size [0.1bps) 8 [PAT_11 C.fsa D21511
0 [PAT_11_C.fsa CSF1PO
" Allele Count [~ Show Area 1 [PAT 11 F.fsa Das1179
" Sample Name @+ File Name 3 |PAT_11_F-fsa masaz
4 |PAT 11 _F.fsa CSF1PO
T ¥ Show [ when no e cal 5 |[PAT 11 M.f£sa  [D3s1179
o . [ Show Only Uncertain Alleles 6 |[PAT 11 M_fsa Dz1811
orieorial T RIS [V Show Rejected Low Score Alleles 7 |PAT_11 M_fsa D75820
[~ Hide Extra Sample Names 8 [PAT_11 M.fsa CSF1PO
9 |PAT 12 _C.fsa D351173
= Ok Cancel 0 |PAT_12_C.fsa D21511
L 1 |PAT_12_C.fsa D75220

Alleleg Allele#lAllele#l

28
10
11
11

L
w o
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[
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Post Genotyping Applications

p
. GeneMarker HID - Ladders OK.SGF .
e GeneMarker HID comes pre-loaded with
File View Project Applications | Tools Help
m ; several post genotyping human |dent|ty appllcatlons
~ edigree b
@] Ladders OK.SGF 4 Bport CODS : 2]
adders . - H 1
&8 Raw Data reCpn View b They can be accessed by navigating to | =
: _ ionshi in : : : - g
=61 Allele Cal a— Applications — Relationship Testing. ]
""" B LD: PAT_L _ o 00 TS0 200 750 300 350
""" B _ e INe Authentication LLELELE]
B LD: PAT_L  Cell Line Authenticat
----- B PAT_10_C1fs3 T™"6,0007
l ----- v PAT_10_C2fsa 5000 0.53
----- B PAT_10_C3fsa ' B
----- B PAT_10_Ffsa 4,000+
T e  PAT_11_Cifsa 3,000
----- B PAT_11_Ffsa 2,000-
? e B PAT_11_M.fsa
7 e B PAT_12 Cfsa 1,000 U 1J
7 b B PAT_12_Ffsa 0 — e ML
? b . PAT_12_M.[SE MM MMM
? B PAT_13_Cfsa halfe]  Pe2l ﬂ ﬁ 7l ]
? e B PAT_13 Filsa PAT_10_C2fsa (RefLadder: PAT_Ladder_3.fsa) X
7 e B PAT_13 Mfsa [ pest1i79 | | D21511 | [ p7rss20 |[ csFipo |
? e B PAT_14_Cfsa 100 150 200 250 300 350
? b . PAT_14_F_fsa IEEEEEEEEEEERE] TAXTY
----- . PAT_14_M.fsa 1,000
? e B PAT_8 Cfsa
? b B PAT_8 Fisa 800+
? e . PAT_B_M.fSG 600 070
? e B PAT_9 Cfsa ~
? e B PAT_9 Ffsa
? 0 e B PAT_9 Mfsa
Page Up  Page Down
Modified 24 samples PC error: 0/0 NC error: 0/0 Ladder error: 0/2 Z#Failed=0 #Flagged=17 y/
\_ 7




Database Searching User Manual Chapter 8

The Database search tool allows the user to create

Il Relationship Testi i [
il Relation=hip Teag a database of profiles, and then search it for

File DataBase Tools . . . .
. : possible matches or relatives using ldentity by
j v (= n T @ Dﬁo DEE; e\ e\ o o o
Descent (IBD) to calculate likelihood ratios.
‘v/ Samp|eSTm—|:nunr—El—r~Pw‘—rg—cmcwm°'
File Name [ID | Name [ X2 | Matched Alleles | Matched Markers | PI/KI I
Q Same-Individual
] PAT_10 C2fsa 1006 XX 32032 16016 3.44E+20
Father/Son
D851179 13 11
021511 122 27 Mather/D aughter
D75820 10 9 FulSibs
CSF1PD 13 1 PAT 10 C3.fsa _-Eﬂﬁ_— 2.56E+03
D351358 17 15 PAT_10 C1.fsa 1005 18132 1.41E+02
THO1 g8 7 .
ali-210s
g}gggg; }‘3‘ 13 PAT 2 Ffsa a2 XY 10032 1.80E+04
PAT_10 F.fsa 1008 XY 17132 2.36E+03
D251338 20 17 PAT 5 Ffsa 691 XY 12032 7.90E+00
D135433 142 14 PAT_3 Cifsa 634 XY 13132 5.77E+00
VWA, 18 15 PAT 1 _M.fsa 680 XX 15[32 4.45€+00
TPOX g 8 PAT_B_F.fsa £a4 XY 11132 3.98E+00
D18551 16 13 Individ_<YZ 1002 XY 12(32 3.34E+00
AMEL % 5 PAT 3 F.fsa £E5 XY 11132 3.20E+00
. Al PAT_7 F.fsa ga7 XY 1232 2 06E+00
= = = PAT_8 F.fsa 1022 XY 12132 1.55€+00
The program will display the most likely relative for
D o] a variety of relationships. Likelihood ratios (LR = PI
Individual Name: 1 I 1
e pan ) ke / Kl) are displayed for each profile.
[




Paternity Testing

User Manual Chapter 8

N A P,

WUVTIY LN VSR IV WP PR ) P WWWWV v

The Relationship testing application enables extensive paternity testing )
using AABB paternity and motherless case calculations. Select the
calculation details tab export Pl, POP and genotypes for each family. 17 =
4| Gz Samples [\ Charts I Heportl Calculation Detailsl
O H - ®\ e\ IZS @ | 'l
father mother Ll I Ll
PAT_12_F.fsa [(RefLadder: PAT_Ladder_3.fsa) X
D851179 3 16 12 11 |:| | Liiiiis I:
D21511 29 28 30 28 b 240 220 230 240 250
D75820 79 10 10 =
CSF1PO ?? 12 11 5,000 (|
D351358 16 17 17 17 J|I
THOT 6 9.3 9 93 \
D135317 4212 A3 0 e e
D165539 13714 10714
0251338 16 18 17 25 PAT_12_M.fsa (RefLadder. PAT_Ladder_3.fsa) *
D195433 14 15 15 14 O | D138317 |
VA, 18 18 15 17 210 220 230 240 250
TPOX 8 11 8 8 e 053
D18551 14 17 14 15 000 (|
AMEL XY X X - Il II'\
D55818 13 12 1 12 . I I
FGA 23 23 23 24 e e = B i e~ e = e~ s —
d)? PAT_12_Cfsa [Ref Ladder: PAT_Ladder_3.fsa) X
L pwsywr
child Q 210 220 230 240 250
< | child
K- Shown here is an 5000- ﬂ
i Name: chid le of lusi /! |
n . - ! 1
Sample File: PAT_12_C.fsa exampie or exciusion. o0 L - JA
' 2 .

WMMWHMW}‘JU"




Kinship Analysis User Manual Chapter 8

e The built-in Kinship analysis tool aII_ows the user to =)
calculate LRs across three generations.
e = -8
Single Pair | Multi-Pair |
Individual & Individual B

Marker IF'ATJ 0_C3.fsa LI IPATJ 0_C2fsa LI Parent/Child [LR]|Full-Sibs [LR]|Half-Sibs [LR)| Uncle-Nephew [LR)| Cousins (LR]| Grandpai
“12— “13— 00390 075195 100195  1.00195 100097  1.00195
TPOX 8 3 2,68752 339945 184376 1.84376 142188 1.84376
THO1 7 8 7 8 1.88446 272596 144223 1.44223 122112 1.44223
VWA 16 17 15 18 0.00278 025000 050000  0.50000 075000  0.50000
D16S533 |10 12 10 13 214993 132439 157499 157499 128750  1.57499
D75820 8 |9 3 10 2.30351 140176 165176 165176 132588  1.65176
D13s317 |10 12 12 14 0.58904 054452 079452  0.79452 089726  0.79452
D55818 1 n 12 214398 132499 157439 157499 128750  1.57499
FGA 20 |26 2 |25 0,00390 025000 050000  0.50000 0.75000  0.50000
D8s1179 |12 13 113 1.15181 082590  1.07590  1.07590 103795  1.07590
D18551 13 16 13 16 £.34559 1852269 367279 367279 233640 367279
D21511 27 322 27 322 7.52494 3174703 426247 426247 263123 4.26247
D351358 |15 17 15 17 2,04387 328457 152194 152194 126097  1.52194
D251338 |17 |23 17 20 251965 150983  1.75983  1.75983 137991  1.75983
D195433  [142 162 14 142 3.14624 182312 207312 |2.07312 153656 207312
Product Score: | 3.08E-01 256E+03  203E+02  2.03E+02 329E+01  2.03E+0

< |:\ »




Mixture Analysis User Manual Chapter 7

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

Pl, PE, LR, and RMNE x|
@' @'l ’ﬁ" | :-I Marker: |AIIMarkets LI
[#- One Contributor No. Marker | Major [ Minor | Maior M| Residual | Maic « | Trace Data Repott ]
o WD Tz {oseros 11s 114 gas  oooes oa | [Nejeke [Wwwe M TPe | Conbutor | Conuor2[Lh
Thres or more Cort [T—s—1 Dast1o 1113 o oss oo o | _|DETI7S 111314 031586 068414 1114 1113 51695
= bate S ETERES e oome s 2 | Dp21s11 283031322 032685 067315 3031 28322 33.365
T e e N LI AT 077414 022586 911 810 6.381
oo 710 = o0 0o00m e | | CSFIPO 7101213 041470 058530 1213 7.10 37.064
= : : : : : 5 |D3%1358 1516 040653 059347 | 1516 15 10.941
BRI D12 11915 |i51e |0 | OO0 § | THOT 789310 053097 046303 810 793 11361
2= 12 ?351 =9 1?5'1 2 |1 51'1 B 1034 100052 o, | [I]otsst7 sai2ie 027584 072416 83 1214 33775
? {0 38 = 1'29‘134 :'90 g g: gggg; g ty | [E_|pssas a2 068160 031840 912 10.11 13529
il piees3 1011 o oor oo oo | [P_|D21338  1617.2124 014541 085453 1624 17.21 35.002
= : : : : 9= | 90 | D19s43z 121314 034027 065973 1214 13 16.508
? = Dfm ?8 1 7'121 1 Efi 0 93 0.0023 |0.84° |IM[vwa 15,1619 024614 075386 1619 15 26,890
13 - 12 [D) 1 32 ég 13'13 13'1 : g :2 ggggg 12 | TPOX 891011 073706 026234 811 310 31.457
= : : : : 13 | D18551 12,15,17.18 026381 073813 1215 17.18 26.882
10-3 | D195433 1313 1414 092 00054 T AMEL = - - >< v <
e e b | [E|Dsets  e111213  o7emss 0236 1112 8,13 42294
= s = —F s ooots 1on | | FEA 202324 012168 087832 2324 2024 72871
— .= o e e e I Cumulative: 295E-07 | 1-2.95E-07 1.03E+21
< [ »
& v | o - " .
Contributor 1: |MIX050a362_victim [Minor) Z| | Contested Comment
Contributor 2. |Individ_XYZ (Major) v | W Contested If . ]
no contributors are found in the
Average Major Mx: IU.B?U .
current project, the user may search
Cumulative LR: 1.03E+21 RMNE: |1-2.95E-07 .
7 | .| GeneMarkerHID’s built in database.




More Information

Thank you for your interest in GeneMarker 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.

x|

g 5
il GeneMarker HID - Ladders OK.SGF l == lth
File View Project Applications Tools lHeIp
=y FHEM & H Help Fl 'I 1 B v | | + | Marker |-None- c &
F@ Ladders OK.SGF Ll Client Configuration » |
#-1 Raw Data PAT I
e~ Allele Call User Management
./ LD: PAT_Ladder_1.fsa o | FGA [ ]
i 200 250 300 350

4,000

H PAT A0 C2fez
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