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GenPlex™ HID System Analysis Workflow

Set up the SNPlex™ system analysis:

1. Import the panel, bin set and AIF (SNP set).
2. Create an analysis method.
3. Create projects for each run in the study:

a. Create a new project and add samples to it.

b. Set the analysis parameters in the Samples tab.
c. Perform an initial analysis.

Analyze and examine the data
Export the results
Export the desired data for further analysis
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GeneMapper® Software Managers
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Project Type Last Saved Crovner # of Samples
01-12-2003-Cic-T-GEME Genetic 2009-01-12 15191 |am ) =
01252009 Genetic 2009-01-28 15231 \gm 16
0202-EGFR_KRAS_ATCC Genetic 2009-10-01 13:46:1 | gm 77
02022003-MCR-EGFRERAS Genetic 2009-10-01 13:30:5 | gm 95 -
02022009_ATCC_EGFREKRAS SMPlex 2009-10-01 13353 gm 77

02172009 _Control DMAS Generic 2009-02-19 044004 |gm 16
02152009-Enzymes-HumicAcid Generic 2009-04-27 17573 | gm 96
02152009-cortral-DMAS SMPlex 2009-03-10 09:27:5 | gm 16
02152009controlDMA_Biochain20 SMPlex 2008-03-10 09:34:2 |gm 42

02252009-Balancing Generic 2009-02-2612:29:4 |gm 32

0226059 izl Generic 2009-02-27 10:07:5|gm 24
03052009-QC-Balancing Generic 2009-03-05 15483 |agm a5

N3NE2009 G Manra ShPlR AONH-M3-09 172 45 4 L nrn 19
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Software and Other Patches Needed:
Online or CD

http://www.appliedbiosystems.com/support/software/snplex/updates.cfm

= 3130_Global _QC_parameters. xmi “ML Docurnent
=) SNPles_48plex_3130_Bins.bxt Texk Document
=] SMPlex_48plex_3130_Panels.txt Text Docurnent
= SMPlex_48plex_vwl.xml “ML Docurent
= SWPlex_Rules_3130,xm “ML Docurnent
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http://www.appliedbiosystems.com/support/software/snplex/updates.cfm
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Analysis Setup

GeneMappe:

File Edit Analysis Wiew Tools Help

== =A== =]
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ha232009-0La,_con
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Size standard: 12 - 130 bp
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Analysis Requirements
« Panel and binset: together identify marker /

ZipChute® Probe
- 3130x/ systems panel and binset
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Ut g | [ShPlex_va jEI P B
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Panel and Binset: Identify Marker and ZipChute®

Probe

Forensic SNP Analysis

e —
ﬂ@ - [EANE] ] @i
| e R
Marker |+ | Bin
| |
SNP | + | Allele

= ZipChute® Probe identification

= Genotype determined
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mport and Select SNP Set

& =
Projects 1 Analysis Methods ] Tahle Settings | Plot Settings | Cluster Plot Settings ] Matrices 1 Size Standards  SNP Sets | Report Settings
Matne Last Saved Owener Description

Cocci-P1 2008-12-09 00:00:0 | gm
Coooi-P2 2008-01-12 15:03:0|gm o
i x|
Pathogen-Panel 2008-05-21 00:00:0|gm
SNP_Newi1_Panel B 2009-07-08 00000 g | | S oot DesErption
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SNP_NewkI<2Panel 2008-07-07 00:000(am | | pocc o &
TEST 2003-07-13 17:14:4 | gm =
=
Iz 2008-07-13 22:27:4 | gm
I3 2009-07-13 22384 [am o ey
SP_SET_Clock 2009-07-21 DE:27:3|gm Marker Natne SNP Matne Zip Naine Allgl Allgle2
SNP_SEET Pain 2003-07-21 0&:32.0|gm \5740810 MEA_00_2_a. T c |
Old_KK1 2008 2003-07-26 15:56:2| g M51_002 1430413 M5.A_002_2_A & G
Oid_kiz2008 2008-07-26 12054 |am | e ooz 151335873 M5.1_003_2_| T N
EGFR_HRAS 2005-09-10 05:05°2 | g
WMS51_004 151979255 M51_004_2_t¢ G c
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W5 1_D06 vs2040411 M5 1_00_2_g. T c
[y | [msioo7 amel M5A_007_2_AAmell | Amel2
M51_005 r51528460 MS1_005_2_d G N
Mew.. DpEn. . SEVE A3... ‘ i W5.1_009 (717302 M5.1_009_2_A & G
M51_010 15251334 M5A_010_2_a T c
WS 1_1 vs8037429 MS1_011_2_8. C T
0 |ShiPer_9947A-NP-NOL 3947 ANP-NOLA |Sarmple
M51_012 15891700 M5A_012_2_f 4 3
N |ShiPer_99474.NP-00L 3947 ANP-OOLA. |Sample
2 |SNiPer_99474-NP-0O0L 3347 A P-OOLA |Sample i Lo 12901335 M31_013_2 2 & “
i3 SNiPer_9947 8-MP-OO0L (9947 A-MP-00LA |Sample M5.1_014 r3G73196 M1 _014_2 A C T
W4 |SNiPer_9947A-NP-0O0L (3947 A-NP-OOLA. |Sample M5A_015 12954681 MSA_015_2_t G &
5 |ShiPer_99474.NP-00L 3347 A-NP-OOLA. |Sample FERNCT prer BTG m L
e Iohiver GGATANB AALBEATA NG AOLA | Samie

« Associates SNPs of a given multiplex with their respective ZipChute®
Probe pairs

. Marker:s = ZipChute Probe pairs rechnotogy [NIJ
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Analysis Requirements: Sample Type

& WG E N e @ Tonesgiing | [ShPlex_v3 Fa| L | 2 e

| samples | Genotypes |

Sample File Sarmple Matne Sample Type Arzlysis Methiod Panel Size Standard ShP Set Wil
83 SMiPer_AL_H12_2009- | AL Allelic Ladder WPlex_Rules_3130 ShPlex_48plex_Panel _3130 |SMPlex_48plex_v1 |SNP_for_ID_48 H12
4 SMiPer_AL_H12_2009- AL Allelic Ladder Plex_Rules_3130 SHPlex_48plex_Panel_3130 |SMPlex_48plex_w1  |[SMP_for_ID_438 H12
g5 SMiPer_BC_4-MP-MOL: |BC_4-MP-MNOLA | |Megative Contral | 3Plex_Rules_3130 ShPlex_d48plex_Panel_3130 | SMPlex_48plex w1 |SMP_for_ID_45 Go7
£ ShiPer_BC_4-MP-MOL: |BC_4-MP-MOLA | |Positive Control | 3Plex_Rules_31.30 ShHPlex_48plex_Panel_3130 |SMPlex_48plex w1 |SMP_for_ID_43 Go7
a7 SMiPer_BC_4-MP-MOL: |BC_4-MP-NOLA | |Sample WPlex_Rules_3130 ShPlex_48plex_Panel _3130 |SMPlex_48plex_v1 |SNP_for_ID_48 GoF
&8 SMiPer_BC_4-MP-MOL:HBC_4-MP-MNOLA | |Sample Plex_Rules_3130 SHPlex_48plex_Panel_3130 |SMPlex_48plex_w1  |[SMP_for_ID_438 [e ]
9 SMiPer_BC_4-MP-MOL: |BC_4-MP-MNOLA [ | Sample FPlex_Rules_3130 ShPlex_d48plex_Panel_3130 | SMPlex_48plex w1 |SMP_for_ID_45 GOs
=l1} SMiPer_BC_4-MP-MOL: |BC_4-MP-MOLL { | Sample Plex_Rules_3130 ShHPlex_48plex_Panel_3130 |SMPlex_48plex w1 |SMP_for_ID_43 GOs
9 SMiPer_BC_4-MP-C0L: |BC_4-MP-0OLA | | Sample WPlex_Rules_3130 ShPlex_48plex_Panel _3130 |SMPlex_48plex_v1 |SNP_for_ID_48 09
92 SMiPer_BC_4-MP-00L |BC_a4-MP-0O0LA | |Sample Plex_Rules_3130 SHPlex_48plex_Panel_3130 |SMPlex_48plex_w1  |[SMP_for_ID_438 09
93 SMiPer_BC_4-MP-QOL, |BC_4-MP-OOLA { | Sample FPlex_Rules_3130 ShPlex_d48plex_Panel_3130 | SMPlex_48plex w1 |SMP_for_ID_45 o9
94 SMiPer_BC_4-MP-00L |BC_4-MP-00LA | |Sample WPlex_Rules_3130 ShPlex_48plex_Panel _3130 |SMPlex_48plex_w1 | SMP_for_ID_48 10
95 SMiPer_BC_4-WP-00L BC_4-WP-O0LA | | Sample Plex_Rules_3130 ShPlex_d48plex_Panel_3130 |SMPlex_48plex_v1 |SNP_for_ID_48 G0
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Allelic Ladder
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All ZipChute® Probes = all possible alleles

ol
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GeneMapper® Software Workflow /
Checklist

Add samples to project.

Review raw data for obvious issues.

Apply analysis parameters and analyze.

Review samples with ‘Failed’ Sizing Quality (SQ).
Review samples with ‘Check’ Off-Scale (OS).

Review allelic ladder Well Quality (WELLQ).

Review positive and negative controls.

Review samples with ‘Failed’ and ‘Check’ Well Quality
(WELLQ).

9. Filter poor quality samples from analysis.

10. Review SNP clusters.

11. Export genotypes.

12. Back up GeneMapper® software files. Technology [IN[J
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Transition Workshop [/nstitute

N

Forensic SNP Analysis GenPlex™ HID Training Class Il 13



Genotyping Using Cluster Analysis Algorithm
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Questions?
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Contact Information

Brad Dixon
Applied Biosystems™
Part of Life Technologies™
(650) 638-5184
brad.dixon@lifetech.com

© 2009 Life Technologies Corporation. All rights reserved. The trademarks
mentioned herein are the property of Life Technologies Corporation or their Technology NU

respective owners. All images courtesy of Life Technologies. Transition Workshop ’f i ‘
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