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GeneMarker®MTP:
Reduce Costs While Increasing Throughput

= Analyze samples amplified with up to 6 different chemistries simultaneously.
= Analysis templates are automatically assigned to the corresponding samples.
= Linked navigation for reviewing results of multiple projects in the same screen.

= Easily make custom templates for different analysis types (Fragile X, Trisomy, MLPA®, AFLP,
Microsatellite, MSI....).
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GeneMarkerMTP Workflow:

Load Raw
Data ‘
Choose
Template(s)

Process
Samples ‘

v

pairs each sample with the
corresponding analysis template,
thereby making data processing very
rapid and fully automated.

Review Size
and Allele Calls ‘
= GeneMarkerMTP

= GeneMarkerMTP supports
numerous applications for
both Clinical research and

Ecology/Agriculture
research.
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Application

Applications | Tools Help

21 Pedigree
MLPA Analysis

4t Trace Comparison

#£ Export CODIS
Ovwerlay View
Quantitative Analysis
SMPlex/5MaPshot
MSI Analysis
Clustering Analysis
Trisomy Analysis
Relationship Testing
LOH Analysis
M5-MLPA Analysis
Tilling Analysis
Haplotype Analysis
ARMS/Comparative Analysis

Fragile X Analysis

Print or Save
Results
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How to Use This Guide

* The GeneMarkerMTP disc is preloaded with several sets of sample data. You are encouraged to try a
few initial runs with these samples to aid in learning the basic operation of the program.

= Preloaded analysis templates are available for each data
) set. While following this guide, observe how multiple
G & [ <20 » Mo, Liersure sa.. > il chemistries may be loaded simultaneously, and how
R e GeneMarkerMTP correctly associates each sample with
the correct template.
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= See the next slides for more details
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& GeneMarker MTP
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5 Open Ctrl+O

Navigate to File — Open
—__L2 to import your data files. '
Close All . . ) s Dl sia®
vonasiicMarker® MTP
: * Multi=Template Processorn
SomVersion 2.6.0

'

Click Add, and navigate to the
specific files you would like to

import (.fsa, .rsd, .esd, .scf...).

Open Data Files @

Drata File List:

Add...

Remove

If not using an ABI/Life
=41 Technologies instrument,
click Channels to select

: % your mstrument
- ,;. S e ‘ l &dd Falder...

Drefault

'Open afile

ﬁ Chanrels... Cancel |
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| Select the corresponding
template for each sample.

@ emplate Selection

- X Data Analysis Parameter Setting

Sample Name

MLP&_P034_403_02fsa

Template Name

MLP&

MLPA_P034_A10_01 fsa

MLPA_P034_A11_01 fsa

MLP4_P034_A12_02fsa

MLP&_P034_B03_04.fsa

MSI_015-45-N.fsa

MSI_015-46-T fsa

MSI_016-53-N.fsa

MSI_D16-54-T fsa

Important: If a sample name includes
a template name, that template will
automatically be assigned to that
sample. This should be a consideration
when naming new templates.
(discussed later)
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Use the navigation buttons to quickly arrange windows.
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Processed samples will be organized into
projects based on their Analysis Template.
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1t Trace Comparison

12 Export CODIS
Overlay View
Quantitative Analysis
SMNPlex/SNaPshot
MSI Analysis
Clustering Analysis
Trisomy Analysis
Relationship Testing
LOH Analysis
MS-MLPA Analysis
Tilling Analysis
Haplotype Analysis
ARMS/Comparative Analysis

MLPA Analysis

BEE] @ JdE®KL-

Marker. |-Mone-- -

fza

O Report =

Bin

F=3 EoR FxT)

g @
9 Help

|F034 DMD|PO34 DMD‘P'J?A DMD|F'JS4 DMD|F'J

P34 DMD

250

300

zql4

CheY ‘qul_Z |ex01 |Ex4

s

Fragile X Analysis
5,5001 |

Review the processed data, proceed
to a post-genotyping application,
and/or export the results.
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To save a project in its entirety, simply
navigate to File — Save Project.
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GeneMarker - Trisomy
View Project Applications Tools Help

[& Open Data H - a k& ~|| [ [+ | Marker |-Mone-- -
Open Project
4 [ 3
Reopen Project  » J | J Report (=]
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Creating specialized templates is an important aspect of GeneMarker MTP.
To create a new template, navigate to Tool — Template Settings.

 Multi-Template Processol

sw\/ersion 2.6.0

&

Template Setting

Template Hame List Template Section | Data Process l Additional Settings

4 AFLP Template Selection
El LOH Set the template of the project
4 MSI

4 MS-MLPA

|‘_-;| MLPA Template Hame: |New Example )
4 Trisomy Give the Template a name,

4 Microsatellite_Animal Panet [e0zs Fws s vsieiix] || @ | and then select the Panel,
Sg:qc;gssi’ﬁhte_ﬁant Size Standard. |G5500 ~1 1 | & | Size Standard, St_andard

9 FragileX Color, and Analysis Type.
4 mPCR

@ New Example Analyziz Type: |M|_F',-1\ ﬂ

Standard Colar: | Orange j

After making your This is only the first page of settings;
selections click Save. click next to navigate to the other two.
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GeneMarkerMTP Supports Numerous Reporting Options

* |n the main analysis window, or in a specific application (Trisomy, MLPA, etc) simply use the printer
icon: to preview a print report. These reports can be extensively customized, and may be
printed directly or saved digitally using the save icon: E

SoftGenetics
GeneMarker V2.6.0

Allele Report

12/16/2013 9:17-33 AM
Page 1

A typical print report from one of the many
post-genotyping applications (MLPA).

Allele Report: State University
Project: Trisomy
User: Technician1

[Template: Trisomy
[Panel: Trisomy_Panel

Sample 1: Trisomy_052_A045CF Run date and time: - 00:00:00 -> - 00:00:00

[ 2151437 ] [ D21511 ] [ D13ss2s |
150 200 300 350

MLPA Analysis Report - State University
Software:_Genellarker V260

Analysis Type: MLPA

Project: MLFA

Compare Type: ILPA Ratio

Technician: Techniciant

By: Population

Report Time: 12/16/2013 - 08:13:48

Frobe Name [Bin Size
Zatd 503

Height Ratio
0522

145

0.925

1261

1.275

Quantification By: Feak Height
E Loss < 0.75 <= Equivalent <= 1.30 < Gain
Repori Value Type: Height Ratio

Panel:_P034_DWD_Panel
[Control: WLPA P034_A0% D2.Tsa

MLPA_P034_A10_01 fea
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Sample Name: 051358_KC_P34
Machine: 3100
313 Run Time: 04/14/2005 - 14:17:56 > 04/1412005 - 14:57:47

Conclusion

Peak Ratio

Initial

Authorization 1

Authorization 2

0 300
Size (bps)




Need Assistance?

Please Email: tech_support@softgenetics.com

Or Please Call: 814-237-9340

Use the link below to view Webinars covering the basics of GeneMarkerMTP
as well as advanced topics (Fragile X, MLPA, Trisomy, etc.):
http://www.softgenetics.com/analysisCorner.html|

GeneMarker®MTP

Multi-Template Processor

Trade marks are the property of their respective owners. Research use only (RUO).
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