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LICENSE AGREEMENT

LICENSE AGREEMENT

BEFORE OPENING THIS PACKAGE, YOU SHOULD
CAREFULLY READ THE FOLLOWING TERMS AND
CONDITIONS. BY OPENING THIS PACKAGE YOU AGREE
TO BECOME BOUND BY THE TERMS AND CONDITIONS
OF THIS AGREEMENT, WHICH INCLUDES THE
SOFTWARE LICENSE AND LIMITED WARRANTY. IF YOU
DO NOT AGREE WITH THESE TERMS AND CONDITIONS,
YOU SHOULD PROMPTLY RETURN THE PACKAGE
UNOPENED TO MIRAIBIO, INC. ("Mirai") or Mirai Distributor
AND YOUR MONEY WILL BE REFUNDED.

The enclosed software is licensed, not sold, to you for use only upon the
terms of this Agreement, and Mirai reserves any rights not expressly
granted to you. You are responsible for the selection of the Software to
achieve your intended results, and for the installation, use and results
obtained from the Software. You own the media on which the Software
is originally or subsequently recorded or fixed, but Mirai retains
ownership of all copies of the Software itself.

LICENSE
You may:
a. Use the Software on a single machine at any given time.

b. Obtain limited numbers of Copy Protection Devices. Additional,
Copy Protection Devices are provided only as a convenience of running
the software.

c. In no manner engineer or reverse-engineer the copy protection
hardware, or whole or part of the software.

d. Copy the software only for backup provided that you reproduce all
copyright and other proprietary notices that are on the original copy of
the Software provided to you. Certain Software, however, may include
mechanisms to limit or inhibit copying. Such Software is marked copy
protected.

e. Transfer of the Software and all rights under this Agreement to
another party together with a copy of this Agreement if the other party
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agrees to accept the terms and conditions of this Agreement. If you
transfer the Software, you must at the same time either transfer all
copies whether in printed or machine-readable form, to the same party
or destroy and copies not transferred.

RESTRICTIONS

You may not use, copy, modify, or transfer the Software, or any copy, in
whole or in part, except as expressly provided for in this Agreement.
Any attempt to transfer any of the rights, duties or obligations
hereunder except as expressly provided for in this Agreement is void.

YOU MAY NOT RENT, LEASE, LOAN, RESELL FOR
PROFIT, OR DISTRIBUTE.

TERM

This Agreement is effective until terminated. You may terminate it at
any time by destroying the Software together with all copies in any
form. This Agreement will immediately and automatically terminate
without notice if you fail to comply with any term or condition of this
Agreement. You agree upon termination to promptly destroy the
Software together with all copies in any form.

LIMITED WARRANTY

Mirai warrants, for the period of ninety (90) days from the date of
delivery of the Software to you as evidenced by a copy of your receipt,
that:

(1) The Software, unless modified by you, will perform the function
described in the documentation provided by Mirai. Your sole remedy
under the warranty is that Mirai will undertake to correct within a
reasonable period of time any marked Software Error (failure of the
Software to perform the functions described in the documentation).
Mirai does not warrant that the Software will meet your requirements,
that operation of the Software will be uninterrupted or error-free, or
that all Software Errors will be corrected.

(2) The media on which the Software is furnished will be free from
defects in materials and workmanship under normal use. Mirai will, at
its option, replace or refund the purchase price of the media at no charge
to you, provided you return the faulty media with proof of purchase to
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Mirai. Mirai will not have any responsibility to replace or refund the
purchase price of the media damaged by accident, abuse or
misapplication.

THE ABOVE WARRANTIES ARE EXCLUSIVE AND IN LIEU
OF ALL OTHER WARRANTIES, WHETHER EXPRESS OR
IMPLIED, INCLUDING THE IMPLIED WARRANTIES OF
MERCHANTABILITY AND FITNESS FOR A PARTICULAR
PURPOSE. NO ORAL OR WRITTEN INFORMATION OR
ADVICE GIVEN BY MIRAI, ITS EMPLOYEES,
DISTRIBUTORS, OR AGENTS SHALL INCREASE THE
SCOPE OF THE ABOVE WARRANTIES OR CREATE ANY
NEW WARRANTIES. SOME STATES DO NOT ALLOW THE
EXCLUSION OF IMPLIED WARRANTIES, SO THE ABOVE
EXCLUSION MAY NOT APPLY TO YOU. IN THAT EVENT,
ANY IMPLIED WARRANTIES ARE LIMITED IN DURATION
TO NINETY (90) DAYS FROM THE DATE OF DELIVERY OF
THE SOFTWARE. THIS WARRANTY GIVES YOU SPECIFIC
LEGAL RIGHTS. YOU MAY HAVE OTHER RIGHTS,
WHICH VARY FROM STATE TO STATE.

LIMITATIONS OF REMEDIES

Mirai's entire liability to you and your exclusive remedy shall be the
replacement of the Software media or the refund of your purchase price
as set forth above. If Mirai or the Mirai's distributors are unable to
deliver replacement media which is free of defects in materials and
workmanship, you may terminate this Agreement by returning the
Software and your money will be refunded.

REGARDLESS OF WHETHER ANY REMEDY SET FORTH
HEREIN FAILS ITS ESSENTIAL PURPOSE, IN NO EVENT
WILL MIRAI BE LIABLE TO YOU FOR ANY DAMAGES,
INCLUDING ANY LOST PROFITS, LOST DATA OR OTHER
INCIDENTAL OR CONSEQUENTIAL DAMAGES ARISING
OUT OF THE USE OR INABILITY OF SUCH DAMAGES, OR
FOR ANY CLAIM BY ANY OTHER PARTY.

SOME STATES DO NOT ALLOW THE LIMITATION OR
EXCLUSION OR LIABILITY FOR INCIDENTAL OR
CONSEQUENTIAL DAMAGES TO THE ABOVE
LIMITATION OR EXCLUSION MAY NOT APPLY TO YOU.
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GOVERNMENT LICENSEE/RESTRICTED RIGHTS
LEGEND

If you are acquiring the Software on behalf of any unit or agency of the
United States Government, the following provisions apply.

The Government acknowledges Mirai's representation that the
Software and its documentation were developed at private expense and
no part of them is in the public domain.

The Government acknowledges Mirai's representation that the
Software is Restricted Computer Software as that term is defined in
Clause 52.227-19(a) of the Federal Acquisition Regulations (FAR).

The Government acknowledges that the Software is classified as
Commercial Computer Software and the Government is acquiring only

restricted rights in the Software and its documentation will be as
defined in Clause 52.227-19 (c)(1) and (2) of the FAR.

Manufacturer is MiraiBio, Inc., 1201 Harbor Bay Parkway, Suite 150,
Alameda, CA 94502

EXPORT LAW ASSURANCES

You acknowledge and agree that the Software is subject to restrictions
and controls imposed by the United States Export Administration Act
(“The Act”) and the regulations thereunder. You agree and certify that
neither the Software nor any direct product thereof is being or will be
acquired, shipped, transferred or reexported, directly or indirectly, into
any country prohibited by the Act and the regulations thereunder or will
be used for any purpose prohibited by the same.

GENERAL

This agreement will be governed by the laws of the State of California,
except for that body of law dealing with conflicts of law.

Future updates of the Software will be available for purchase by licensees
for a fee provided a registration card has been received by MiraiBio, Inc.

Should you have any questions concerning this Agreement, you may
contact Mirai at http://www.miraibio.com.

You acknowledge that you have read this Agreement, understand it and
agree to be bound by its terms and conditions. You further agree that it
is the complete and exclusive statement of the agreement between us
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which supersedes any proposal or prior agreement, oral or written, and
any other communications between us in relation to the subject matter
of this Agreement.
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CHAPTER I'WELCOME
MiraiBio MasterPlex™ GT

Welcome to the MiraiBio MasterPlex GT User Manual. MasterPlex GT
software provides genotype analysis of results (.csv) from the Luminex®
system.

1.1
About This Manual

This manual explains how to use the MasterPlex GT software to:

import results files (.csv) from the Luminex system
set allele calling parameters

compute allele, genotype, or haplotype frequencies
sort samples by name, expression level, or haplotype
apply cluster analysis to the MFI data or haplotype

generate genotype reports

What’s New in MasterPlex GT 2.0
New features in MasterPlex GT 2.0 software enable you to:

perform HLA typing using a lookup table

merge results from different bead sets for the same sample ( allows
you to view results from more than 100 different bead sets per sam-
ple in the Typing table)

merge results in the Allele Call table
automatically launch plug-ins when MasterPlex GT starts

Conventions Used in This Manual

This manual describes the steps required to perform the various tasks
associated with the MasterPlex GT software. The manual uses a step
format to explain the various tasks associated with MasterPlex GT. The
symbol = may follow a step instruction. It indicates the software response
to the action performed by the user.

Screen Captures

Screen captures may accompany the step instructions for further
illustration. The screen captures in this manual may not exactly match
those displayed on your screen.
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1.2

Technical Support

You can contact MiraiBio Technical support at:
MiraiBio, Inc.
1201 Harbor Bay Parkway
Suite 150
Alameda, CA 94502
USA
Tel: +1 (510) 337-2000
Toll Free: +1 (800) 624-6176
Fax: +1 (510) 337-2099

E-mail: gene@miraibio.com

www.miraibio.com
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CHAPTER | INSTALLING MASTERPLEX GT

This chapter explains the minimum hardware and software
requirements needed to install and use MasterPlex™ GT. It provides
installation instructions for a computer connected to the Luminex®
system.

2.1
Requirements

For optimum performance, MasterPlex GT requires hardware and
software that meet or exceed the following specifications. It is also strongly
recommended that you use the Luminex XY platform.

Hardware Requirements

Platform IBM PC compatible

Memory (RAM) 64 MB RAM or higher for Windowse 98SE,
128MB or higher for Windows 2000/XP

Storage space (HDD) 20 MB available space for the installation

Input devices Keyboard and mouse or any other pointing
device

Video RAM 4MB or higher

Monitor resolution SVGA (1024x768) pixels or higher

Monitor color 16-bit color (high color) or higher

CD-ROM drive Required for CD media version. Not applica-

ble for download version.
Software Requirements

Operating system Microsoft Windows 98SE/2000/XP only

2.2

Installing MasterPlex GT

1. Insert the MasterPlex GT CD-ROM in the workstation computer
and double-click MasterPlex GT.exe.
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= The installation process begins and the InstallShield Wizard
appears (Figure 2.1).

InstallShield Wizard x|

‘Welcome to the InstallShield Wizard for
MasterPlex GT

The InstallShield® wizard will install MasterPles GT on
your computer. To continue, click Mest.

< Back Cancel

Figure 2.1 InstallShield Wizard

2. To continue the installation, click Next.

= The Choose Destination Location window appears (Figure 2.2).

InstallShield Wizard

Choose Destination Location

Select folder where Setup will install files.

Setup will install MasterPlex GT in the following folder.

Ta install to this folder, click Mext. To install to a different folder, click Browse and select
another folder.

" Destination Folder

C:\Program Files'HitachiSoft\MasterPlex GT Browse. . |

IrnztallShield

< Back Cancel |

Figure 2.2 Install Shield Wizard, Choose Destination Location
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3. Confirm the default destination folder or click Browse to specify a
different folder.

The destination folder is where the program files will be installed.

4, Click Next.

= The program is installed. When the installation is complete, the
InstallShield Wizard Complete window appears (Figure 2.3).

InstallShield Wizard

InstallShield Wizard Complete

Setup has finished instaling MasterPlex GT on your computer.

Lancel

< Back

Figure 2.3 InstallShield Wizard Complete window
5. Click Finish.

2.3
Installing a License

1. Double-click the MasterPlex™ GT icon I;,-I- on the workstation
desktop.

= The License Information dialog box appears (Figure 2.4).

MasterPlex GT  www.miraibio.com 2.3



CHAPTER 2

INSTALLING MASTERPLEX GT

License Information

Product Name:

User Mame:
Institute:
Division:

Mumber of Licenses:
D ate [ssued:
Licensed Yersion:

Licensed Machine [D:
Expiration [ ate:

Machine |0 of this PC:

MasterPlex GT version 2.0.0 Build 185

2E71-62B3-30BE

Obtain Mew Licenzes... | Demo Licenszes...

Lloze

Figure 2.4 License Information dialog box

2. To view instructions on how to obtain a license (.lic), click Obtain
New Licenses.

3. After you have obtained a license, click Install New License.

= The Open dialog box appears.
4. Use the Open dialog box to locate the license (.lic) and double-click

the file.

=> The license is installed.

5. To view the license information, select Help = View License Info
from the menu bar.

= The license information is displayed (Figure 2.5).

License Information

Product Mame:

Uzer hame:

Institute:

Divizion:

Mumber of Licenses:

Date lzsued:
Licenzed Yersion:

Licenzed Machine IC:
Expiration Date:

haching D of this PC:

MasterPlex GT version 2.0.0 Build 185

Katherine Shigekawa
Cogent Comm

1
20031 0429
werzion 2.0.0 Build 0

4610-59B85-7B3E
20031 2125
4610-59B85-7B3E

Ohtain Mewy Licenses... Demo Licenses...

Close

Figure 2.5 License information

2.4 MasterPlex GT
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CHAPTER | BEFORE YOU BEGIN

This chapter explains the MasterPlex™ GT bead naming conventions. It
also provides an overview of genotype analysis using the MasterPlex
GT software.

3.1
Bead Name Conventions

The MasterPlex GT software organizes results data (.csv) by bead and
sample name in the Typing table (Figure 3.1). (See The Typing Table on
page 7.1 for more information.) Further, the software can combine or
merge results that are derived from identically named bead sets or merge
the results from different bead sets that probe the same sample. The
merged data are displayed in one Typing table, enabling you to analyze
and compare samples across experiments or view the results from more
than 100 different bead sets per sample. (See Merging Results on page 4.11

for more information.)

The MasterPlex bead naming convention includes a group and allele name
Table 3.1. To follow this naming convention, in the Luminexe data
collection software specify:

* aprefix that identifies the gene region that the probe interrogates.
For example, the prefix can identify a locus, intron or exon, or other
marker (see Table 3.1 and Table 3.2).

* an allele name that identifies the variation at the gene region that the
probe interrogates. For example, the name can identify an allele or a
SNP base (see Table 3.1 and Table 3.2).

The prefix is the default group name that the MasterPlex GT software
automatically assigns to each bead. The Typing table sorts the bead names
by group (locus) name, then by allele name Figure 3.1. This enables you to
plan a bead naming strategy that optimizes the Typing table view for your
needs. Table 3.1 summarizes the MasterPlex GT bead naming conventions.
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Table 3.1 MasterPlex™ GT bead naming conventions

Name
Component | Specified... Identifies the...
Prefix By the user in the Luminex® Gene region or
software. The prefix can be marker that the
edited in MasterPlex GT. probe interrogates.
Group (locus) | Automatically by the Gene region or
name MasterPlex GT software. (The | marker that the
prefix is the default group probe interrogates.
name.) The group name can be
edited in MasterPlex GT.
Allele name | By the user in the Luminex Variation that the

software. The allele name can
be edited in the MasterPlex GT
software.

probe interrogates.

Table 3.2 shows example names for the beads that interrogate human
mitochondrial DNA at Hypervariable Region IA. Figure 3.1 shows how the
Typing table organizes the bead names by locus (group) and allele name. If
the bead names do not follow the MasterPlex GT naming convention, the
Typing table displays them in the order that the data were collected

((Figure 3.2)).

Table 3.2 Example group and allele names for beads that
interrogate human mitochondrial DNA at
Hypervariable Region IA

Group (Prefix) Allele In the Luminex software
Name Name (Parameter Settings), enter...
A 16124C IA_16124C or 1A 16124C

A 16126C IA_16126C or IA 16126C

A 16129A IA_16129A or IA 16129A

IA Anderson IA_Anderson or IA Anderson

3.2 MasterPlex GT  www.miraibio.com
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First row shows locus or group name (the prefix set in
the Luminex software). Second row shows allele
names at each locus.

Bl Typing - Sample2 (Sample2.gtp)

i =| =

Locus [ | | | Ila | | | ficr  [a

Beads=  ’  [16124c [16126C [161208 [andersor[162170 [162281 [16224C |andersor|182027 1 = |

el Neme | Samole heme [Total Everts hictes | | | [ | I | [
481 Samsle Emet

47-1

Sample Ematy

Sample Emoty

[Sample Ematy

Samole Emoty

[Samole Emoty

[0

|semle Ematy

F3 48-1d S amole Ematy g o] g
1 beads ontv new 2253 Samole Ematy - - -
[ beacts new [rraz Samole Emoty - - -
ct beacsold Semole Emoty - - -

Figure 3.1 Typing table
Bead names sorted by prefix and allele name.

8| [o 5[ =] 5lu) |- | g

Sample Emty

Sampie Emity

Locus | | | | | A
Beads-> 12, 16124¢]1 1612618 1612801 wneters] 1B 18217¢]18 15223718 1622418 Anders]ict 1629:

el lame | Samole Mame Total Events lotes | |

F1 5162 Sample Ematy

F3 4814l 5305 Sampie Emity

21 beads anlv new. 2253 Samule Emity

B4 beads new 7787 Samule Ematy

c4 headsold 951 Samule Ematy

Igi 47-441 Saimole Ematy

At 48-40 [5425 Sample Emety

D1 473 4350 Sample Emetv

o3 4730 52 Sample Ematy

H Juzz BES Samole Ematy___|
&

Figure 3.2 Typing table

Bead names displayed in the order that the data were collected.

MasterPlex GT
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Choosing a Bead Name Option
You can choose between the two bead naming options that determine how
the Typing table displays the results data.
1. Select Option — Set Application Options from the menu bar.
= The Application Options dialog box opens (Figure 3.3).

Application Options

i ] Background | Clustering Tool | Pluging |

Bead Name Style

* Locus Mame + Aliele Mame

° Original Bead MName

Start Up Window After Data Loading

& Show Table View
" Show Graph View

Table ¥iew Gradation Background

[ Use Allsle Call Color tor gradation background

Group Color #1 - Change Color
Group Color #2 - Change Color

Heatmap Options
Heatmap Bar Size: |3 21 Pixel(s) / Allsle

QK Reset Al ‘ Cancel ‘

Figure 3.3 Application Options dialog box, General tab

2. To organize bead names in the Typing table by group and allele
name (Figure 3.1), choose the Locus Name + Allele Name option.

3. To organize bead names in the Typing table in the order that the
data were collected (Table 3.2), choose the Original Bead Name
option.

4. Click OK.

Editing the Bead Name

The prefix set in the Luminex® software is the default locus (group) name
in the MasterPlex™ GT software (Figure 3.1). You can edit the prefix,
group, or allele name for a bead in the Parameter Settings dialog box or
the Typing table.

To rename a bead in the Parameter Settings dialog box:

1. Click the Parameter Setting button ‘@
= The Parameter Setting dialog box appears (Figure 3.4).
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meter Setting

Group set: ‘ J

Cancel OK
Save setting as. ‘ Import Setting.. |

¥ Parameter setup for the individual bead Minimum Events: [20 court far each bead

¥ Use group color for Chart and Allele Call Table Lookup Table

Prefix | Group Mame | Type ‘ Lookup Table ‘ Allele Marme | “eReportable Level ‘ Intensity Threshald ‘ Call Intensty | 4
Ia 14 Other

16124C 25.0% 35
16126C 25.0% 35 y
161294 25 0% 35

1B B Qther
16217C 250% 35
162237 25.0% 35
16224 25.0% 35
Anderzon 25.0% 35
(s R | Other
162927 16295T 25.0% 35
162947 25.0% 35 M

Group/Allele Idertifier

Graup Prefix: # of beads in this group: 4 ** Edit Bead Names
Group Name: Change Colar

Plaidy, v r ‘
Allele Mame:  |Anderson r

Allele Call Parameters for |4 Anderson
% Use Relative Intensity for Allele cal
Reportsble Level (250 % of total intensity
Intensity Threshold: (35 (MFI)
" Intensity based Allele Call
Call arything bigger than ’— MFl a= =n Allele

Apply to all beads

Figure 3.4 Parameter Setting dialog box

2. Click Edit Bead Names.
= The Edit Bead Names dialog box opens (Figure 3.5).
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Edit Bead Names

IC1 162347

IC1 162947 162967

IC1 162347 162367 16304C
IC1 16238C

ICT 16304C

ICT Anderson

IC2 16309G

IC216311C

0K | I Cancel |

Figure 3.5 Edit Bead Names dialog box

3. Select the bead name you want to edit and enter a new name.
Click OK when you finish editing the names.

= The new bead name (prefix, group, and allele name) is displayed
in the Parameter Setting dialog box, Typing table, graph view,

and statistics table.

To rename a bead in the Typing table:

1. Right-click a locus or allele name in the Typing table.

2. Click Edit Bead Name in the pop-up menu that appears (Figure 3.6).
= The Change Bead Name dialog box appears (Figure 3.7).

3. Edit the bead name and click OK.
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MasterPlex GT - [Typing - Sample2 (Sample2.qgtp)]
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Figure 3.6 Typing table
Right-click a bead name to edit the name.

Change Bead Name

MNew Bead Mame

Cancel

Figure 3.7 Change Bead Name dialog box

Editing the Group or Allele Name Only
You can also edit just the group or allele name in the Parameter Settings
dialog box.

1. In the Parameter Settings dialog box, select the group or allele
name you want to edit.

= The Group Name or Allele Name box below displays the
selected name component (Figure 3.8).

For example, the allele name 16217C is selected in Figure 3.8.
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Allele name
16217C
selected

To edita
group name,
select a group
name (above)
and edit the
name here.

To edit an allele |

name, select an
allele name
(above) and edit
the name here.

Parameter Setting

r
& Call Parameters for 1B 16217C

& se Relative Intensity for Allele call
Reportable Level (250 % of total intensity
Intensity Threshold: (35 (MF1)

" Intensity hased Allele Call
Call anything bigger than MF| a5 an Allele

Apply to all beads

Group set: =2
i | J cancel OK
Save sefting as ‘ Import Setting. |
Iv Parameter setup for the individual bead. Minimum Events: |20 count for each bead
¥ Use group color for Chart and Allele Call Tahle Lookup Takle
Prefic |Group Name  [Type  [Lookup Table  [Allele Name [seReport. Jintensity. [Cal Inter. A
1A 12 Diploie}
16124C 250% 35
16126C 250% 35
1612948 23.0% 35
Anderson 25.0% 35
162237 25.0%
16224C 250% 35
Ancersan 250% 35
IC1 121 Other v
42mnnT 42mnET A Aor 2z
< >
Groupddllels idertifier
Group Prefix: # of besds in this group: 4 ** Edlt Bead Names
Group Matne: Change Calor
loidy: iy o |
Allzle Mame: [18217C O

Figure 3.8 Parameter Setting dialog box

2. Edit the name in the Group Name or Allele Name box.
3. Click Apply.

= The Parameter Settings dialog box displays the new name.

3.2

Overview of MasterPlex GT Analysis

This section provides an overview of MasterPlex™ GT genotype analysis.
An analysis workflow includes the following steps:

1. Open the results files (.csv) of interest and view the Project Man-
ager and Project Window (Figure 3.10). A separate Project Window
opens for each results file and displays the intensity data in the Typ-
ing table (Figure 3.10).

3.8
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If necessary, merge results that you want to combine and analyze in
one Typing table. You can merge samples and compare results
across experiments (sample merge) or combine results from differ-
ent bead sets that probe the same sample (layer merge).

Set negative controls.

Confirm the defaults or choose new allele calling parameters (Figure
3.9).

View the genotyping results in the table or graph format (see Table
3.3).

Save the results to a project (.gtp) that includes analysis parameter
settings, graphs, dendrogram, and user-selected samples.

MasterPlex GT  www.miraibio.com 3.9
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Table 3.3 MasterPlex GT table and graph formats

Format

Typing table
Figure 3.10

Heat Map
Figure 3.12

Allele Call
window
Figure 3.13

Homology table
Figure 3.14

Homology chart
Figure 3.15

Multi Compare
bar graph
Figure 3.16

Depth Bar
graph
Figure 3.16

Sample scatter
graph
Figure 3.18

Allele scatter
graph
Figure 3.19

Dendrogram
Figure 3.20

3.10

MasterPlex GT

Displays...

Background-adjusted median fluorescence
intensity (MFI), relative intensity (Rl), bead count,
or allele frequency data.

A color-coded map bead MFI data for each sample.

Four tables: allele calls, allele frequency, genotype
frequency, and haplotype frequency.

The homology score between sample genotypes.

A plot of the correlation coefficients between
sample genotypes.

A bar graph of the background-adjusted MFI or RI
values for a user-selected sample.

A composite bar graph of the background-adjusted
MFI or Rl values for user-selected samples.

A scatter plot of the background adjusted MFI data
for a user-selected pair of samples. Each graph
point represents an allele.

A scatter plot of the background adjusted MFI data
for a user-selected pair of alleles. Each graph point
represents a sample.

A diagram of the sample cluster analysis results.
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A1 parameter Setting

Group set:
Cancel Ok
Save setting as.. Import Setting...
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et
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wit
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Allele Call Parameters for ShP1
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o
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Y

Figure 3.9 Parameter Setting dialog box
Allele calling parameters and options.
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B MasterPlex GT - [Typing - SampleSmall (SampleSmall.gtp)]
Ele Edt ¥iew Function Option ‘Window Help

O =@ =

il| & oe| &5|m
| | Locus |shet

[0 Sample2
Typing Table
gl Multi Graph
D SampleBass
Typing Table
gl Multi Graph
D sampleSmall
Typing Table
gl Multi Graph

| Beads> [t
[Total Everts

Well Name_[Samole Hame

ML | acjusted b | Gourt |

S0 69 138%
649 850 131%
234 286.0 122.2%
922 3803 412%
109 64.8 593%

>

633 1665 240% v

Select samples (rows) to show statistics.

L k[

Project Manager
includes file tree

Typing table in the Project Window.

(top) and statistics

table (bottom).

Figure 3.10 Project Manager and Project Window
Typing table displayed in the Project Window.
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Figure 3.11 Project Manager and Project Window
Multi Compare graph in the Project Window.
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—
=
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Figure 3.12 Heat map
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Allele Call - Sample2 (SampleZ.gtp)
va| g (WAL X
Allele Call IAIIe\e Frequency 1 Genotype Frequencﬂ Haplotype Fregque) cy]
[1a B [cr / J1e2 1o [11a1 " |1maz 1B mc mp [~
* [B2] 47-1 ¥ |Anderson | Andersan
Anderen
" [B3]47-1d Anderson | Anderson
Anderson
~ [B1]47-1 [V anderson | 162178
Anderson | Anderson
© [F3]48-1d v 1s126C  Anderson
16126C
" [F1]48-1 [¥ |16126c  Anderson
16126C
~ [F2] 48-1 [V 1s126c  anderson
16126C
"~ [G3] 48-2d v |- Anderson | 162947 | Anderson 16362T
"~ [Gz] 48-2 V- Anderson | 162947 | Anderson 163627
"~ [G1]48-2 v |- Anderson | 162947 | Anderson 16362T
~ [C3]47-2d [ - Anderson | Anderson | 16311C 16362T
16311C 163207
"~ [C2147-2 |- Anderson | Anderson | 16311 163627
16311C 163207
"~ [C1]47-2 v |- Anderson | Anderson | 16311C 16362T
16311C 163207 >

L |

Sample name
column

Figure 3.13 Allele Call table displays the alleles called for each sample
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Figure 3.14 Homology table
Correlation coefficient between sample genotypes are displayed.
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Figure 3.15 Homology chart
The correlation coefficients between sample genotypes are plotted.
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Figure 3.16 Multi Compare bar graphs
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The graphs display allele MFI or Rl values for user-selected samples.
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Figure 3.17 Depth bar graph
Each bar graph shows MFI or Rl values for user-selected samples.
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Figure 3.18 Sample by Sample scatter graph
Each point represents an allele.

-~

Figure 3.19 Allele by Allele scatter graph
Each point represents a sample.
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Figure 3.20 Dendrogram
Example cluster analysis results.
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Working with Luminex® Results

This chapter explains how to open Luminex results (.csv). It also
explains how to combine or merge results. Results can be merged two
different ways: a sample merge combines results across experiments that
use identically named bead sets, a layer merge combines the results from
different bead sets that probe the same sample.

4.1
The Project Manager and Project Window

The Project Manager and Project Window appear when you open
Luminex results (.csv). In MasterPlex GT, the results are called projects
and include the:

the Typing table

graphs or dendrogram created in the Multi Graph view

parameter settings

user-selected samples

A project can be saved (.gtp) for future sessions.

Project Manager Displays a file tree of open results (projects) and
(Figure 4.1) the Statistics table.

Project Window Displays the Typing table or Multi Graph view of
(Figure 4.2): the results data.

The Project Manager is anchored or docked to the Project Window (Figure
4.3) You can undock the Project Manager from the Project Window. This
enables you to change the position of the Project Manager relative to the

Project Window.

More than one project may be open at a time and each is displayed in a
separate Project Window. Table 4.1 on page 4.4 shows the options
available to you for displaying the Project Manager and Project Windows.
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O Sample2

Typing Table

2l Multi Graph
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Figure 4.1 Project Manager

Project tree

Statistics table

The Project Manager includes two components: a tree of open results and a
statistics table for samples selected in the Typing table.
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Figure 4.3 Project Manager docked to Project Window
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Table 4.1 Project manager and project window display

options
Display Option
Undock the Project

Manager from Project
windows

Hide the Project Manager

Tile Project windows in
cascade

Tile Project windows
horizontally

Tile Project windows
vertically

Minimize all project
windows

Organize all minimized
project windows

Command

Select View = Dock/Undock Project
Manager from the menu bar or double-
click the Project Manager title bar.

Click the Project Manager Close

button & or select View = Show/Hide
Project Manager from the menu bar.

Click the & button or select Windows
— Cascade from the menu bar.

Click the = button or select Windows
— Tile Horizontally from the menu bar.

Click the [1] button or select Windows
— Tile Vertically from the menu bar.

Windows — Minimize All from the
menu bar.

Windows — Arrange All from the menu
bar.
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Viewing Data
The Project Window shows two views of the results data:

Typing table (Figure 4.4) (See The Typing Tuble on page 7.1 for more

information.)

Multi Graph view (Figure 4.5) that displays different graphical for-
mats (See7he Multi Graph View on page 8.1 for more information.)

There are two ways to show the Typing table. To view the Typing table,
do either of the following:

Click the Typing table button || under the file of interest in the
Project manager

Make a selection from the Window menu in the menu bar

There are two ways to show the MultiGraph view. To display the Multi
Graph view, do either of the following:

Click the Multi Graph button Wil under the project of interest in
the Project Manager

Make a selection from the Window menu in the menu bar

NOTE: The graph view is blank until samples are selected for
graphing.

To show or hide the Heat map, click the Heat Map toolbar button
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Group (locus) names (first row) and Project Window toolbar
allele names (second row)

Typing - Sample2 (Sample2.gtp)
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Figure 4.4 Project Window, Typing table displaying MFI data
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Figure 4.5 Project Window
Multi Graph view shows the Multi Compare graphs for the selected samples.
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Viewing Project Information

1. To view project information, right-click the project name in the
Project Manager and select View File Info from the shortcut menu.

= The Project information is displayed (Figure 4.6).

E Project Information E|
01 Samplet [ <= C Promam FiestiachiSoftastorPlex GT5amplebalaiSampleBase osv => |
Typing Table Program: LUMINEX
2L v Gragn o
ample! erial Mumber.  LX10000000000
Tp Tabl Session: 0000-00-00001
. yping Table Gperator: SAMPLE
Multi Graph Hester Temparature. 55
D Sam IeBas b Mumber Of Samples: 25
P Winimum Events: 20
View File Info —>
Typing T IR
Al Multi Gre  Delete |
[ SampleSms
ﬂ_ Iﬂyﬁm%T Merge All
M MUlti Gra o sect Merge Wizard

Figure 4.6 File information

2. To copy the file information to the system clipboard, click Copy
Info.

Removing Projects from the Project Manager

To remove a project from the Project Manager, right-click the project
name and select Delete from the shortcut menu.

NOTE: This does not permanently delete the file from the system.
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4.2
Opening Luminex® Results

You can use the menu bar, toolbar, or the drag-and-drop method to open
Luminex results (.csv).

Opening Results Using the Menu Bar or Toolbar

1. Click the Open CSV File button 1. Alternatively, select File —
Open CSV File from the menu bar.

= The Open dialog box appears (Figure 4.7).

Open E‘El
Loak jr ‘_} SampleData ﬂ o5 B3

F)HLA-4_B_DR_ELD.csv 3] samplez csv
ELayerSampleR.csv Esamp\eﬁase‘csv
ELayerSampleC.csv Esamp\esrna\l.csv
) LayersampleG.osy

ayersampleT.csy

4] Samplel .csv

—
Files of type: |Luminex Data file [*.cav, “mdb) j Cancel

Figure 4.7 Open dialog box

2. Double-click the .csv file that you want to open.
= The Project Manager and Project Window appear (Figure 4.8).

In the Project Manager, the file tree displays the file name. The
Project Window displays the Typing table (default).
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MasterPlex GT - [Typing - Sample2 (Sample2.gtp)] D@@\
g x

file Edt Yew Functon Option Window Help =
Lt 21= 11 T e e Y ¥ = e
D Sample! @%irj = (lul o | @
Typing Table
P i S e o
[Beass> 16124c [16126¢ [161294 |Andersor]16217c [16:
0 Sample2 |l Neme | Seamale Herme Totsl Everts tes I | [
Typing Table B2 471 Sample Emoty  F 5 5 a 55 153
il Multi Graph B3 4710 Samale Empty 5 8 3 51 158
O SampleBase B1 471 S ample Empty 4 3 4 ] 197
Typing Table 3 4514 Sample Emotv i 95 ! 1 120
il Multi Graph Fi 421 Samale Emot 1 93 u 10 181
1 SampleSmall F2 48-1 [Semole Emoty 1 88 ! 12 142
» 0 1 1 2 43
Typing Table CR—ER et S |
Al Multi Graph o1 452 [Samale Emuty 0 3 i 1 60
c3 4724 Samale Emity i e 2 e 89
2 47-2 Samale Emoty 8 8 3 8 A
1 47-2 Samale Emoty. U 8 * 8 L
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sefustecfl | court | ca beadsold [Samsle Emt - - - - -
Bead ave | =0 | cven | H3 4830 |Sample Emoty 1 2 1 2 a
14161240 08 102% H1 45-3 Samale Empty 8 8 ! el 2
IimEme s 05| 91% H2 423 Samale Emot 1 2 ] 2 3
D2 473 Samale Emity i g 2 i 2
- maey T R ]
IB16217C_| 170 244 144% o 472 Samile Emuty L 8 =t g ¢
Et 474 Samale Emot 1 0 z 1 '
fe1s2e | 79 53 79% 82 45-4 Samale Emity e g 0 e 1
|Bri6z24c | 148] 16.2] 11.0% |Es 47-40 [Samisle Emnty 2 1 z 1 2
1B Anderson | 308 38| 1.2% = I Eopnmr o o 2 i f
IC1 162921 1 4 15 417% 'E, 45140 [——r— 1 1 > 2 e
1C1 162047 4 00 00% < 5
IC1 162947 1 4 06 133% o

Project Manager Project Window displaying the Typing table
includes file tree (top)

and Statistics table

(bottom)

Figure 4.8 Project Manager and Project Window

NOTE: See The Project Manager and Project Window on page 4.1
= for more information.
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Opening Results Using the Drag-and-Drop Method

1. Open Windows Explorer and adjust the window size so that you
can view both the MasterPlex™ GT and Windows® Explorer appli-
cation windows.

2. In Windows Explorer, navigate to the .csv file that you want to
open.

3. Select the .csv file, then click and hold the mouse button while you
drag the selected file to the MasterPlex GT application window
(Figure 4.9).

4. Release the mouse button.
= The .csv file opens in MasterPlex GT.

The Project Manager and Project Window appear (Figure 4.8). In

the Project Manager, the file tree displays the file name. The
Project Window displays the Typing table (default).

terPlex GT
File Edit Yiew Option Window Help

Olsma| »|le| ] =)o) 2E5]mn

B SampleData

Ele Edt View Favorites Tools felp

&=

ar

Qi - ) - T O ssarch |2 Fod
address [ Cilprogram Files|HkachisoftilasterPlex GT 2.0|SanigleData v B
Folders X Hame ~ Size | Type A
B 0 MasterPlex 6T 20 A []HLA Lookup Tabl.qtt 11KE GTTFie J
) sanglebats TelHLAABLDR Bll\csv KB Microsoft Excel Comma Separated Yaluss Fle |
() Settings . [=Jra-a 6 or_eLolate 46KB  GTP File
£ MasterPlex QT 2.0 ] 0 35KB  Microsoft Excel Comma Separated Values Fie
12 HTML Help workshop. ELEYWSEWD‘EC‘(SV 35KE  Microsoft Excel Comma Separated Yalues File
InstaliShield Installation » QLEVEFSEWP\EG sy 35KE  Microsoft Excel Comma Separated Values Fie
< il | 3 < i | 3

Figure 4.9 MasterPlex GT application window and Windows® Explorer

To open a Luminex® results file, drag the file of interest onto the MasterPlex™
GT application window.
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4.3

Merging Results

You can combine or merge results and view the merged data in one Typing
table. There are two ways to merge results:

Sample merge - Merges the results from different samples that are
probed by identically named bead sets. (See page 3.1 for more infor-
mation aﬁout MasterPlex~ GT bead name conventions.)

A sample merge enables you to apply the same controls across
experiments, compare control data, and compare results across
experiments.

Layer merge - Merges the results from different bead sets (assays)
that probe the same sample.

If an assay format distributes the same sample across several
different wells and probes each well with a different bead set, you
can use the layer merge function to view the results from the
different bea(f, sets in one Typing table.

Sample Merge

Use the sample merge function to combine the results from different
samples that use identically named bead sets. There are three ways to
perform a sample merge:

Drag-and-drop method
Batch method
Merge wizard

* NOTE: Only results from identically named bead sets can be

merged using the drag-and-drop method.

Sample Merge Using the Drag-and-Drop Method

1.

In the Project Manager, click and hold the file of interest while you
drag it to the file that you want to merge it with (Figure 4.10).
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able

O samplel
: Typm;'

¥P
Multi Graph

Figure 4.10 Project Manager
Use a drag-and-drop operation to merge results.

2. At the prompt, click OK.
= The Typing table displays the merged results.
The sample columns from the dragged file are added to the
bottom of the Typing table and the well locations are numbered
2-A1,2-A2, 2-A3, and so on. If another file is merged, the

sample columns are added to the bottom of the table and the
well locations are designated 3-A1, 3-A2, 3-A3, and so on.

Sample Merge Using the Batch Method

1. In the Project Manager, right-click the project of interest and select
Merge All from the shortcut menu that appears (Figure 4.11).
= Projects (below the selected project) with bead sets named
identical to the bead set of the selected project are merged with
the selected project.
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[0 HLA-A B DR_BLD

Projects below Sample2 Typing Table
that use bead sets Al Mutti Graph
named identical to [ Sample2
Sample2 bead sets are Typik view File Infa
merged with Sample2. al Mt
CiNgample2
Typin
Multi Merge Al
O SqmpleE Project Merge Wizard

Typing Table
Multi Graph
01 SampleSmall
Typing Table
Al Multi Graph

Figure 4.11 Project Manager

Sample Merge Using the Wizard

1. In the Project Manager, right-click the project of interest and select
Project Merge Wizard from the shortcut menu that appears (Figure

4.12).
= The Project Merge Wizard appears (Figure 4.13).

|

[0 HLA-A B DR_BLD
Typing Table
Al Multi Graph
O
TypindW Yiew File Info
-'-lJ- Multi € Delete
[ Sample2_
Typing
_|_|J_ Wlulti € Merge Al
01 SampleB:
Typing Table
Al Multi Graph
01 SampleSmall
Typing Table
Al Multi Graph

Figure 4.12 Project Manager
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Project Merge Wizard

Sample Merge

Merge Some projects wih the same bead set

Layer Merge

Mergs Some projscts wit the same Welks

E_4

Figure 4.13 Project Merge Wizard

2. Click the Sample Merge button ==.
= The wizard displays a drop-down list of projects that are open

in the Project Manager (Figure 4.14).

Sample Merge Wizard E‘
Top Praject . . . )
M ™~ Drop-down list of projects in the Project
Manager. Make a selection from the list
wISample1_2 of open projects.
v/ Sample1_3
v/ Samplel_4

I~ List of projects that can be sample merged with
the project selected above. If you do not want
to include a project in the merge, remove the

check mark.

0K Accept Cancel

Figure 4.14 Sample Merge Wizard

3. Make a selection from the Top Project drop-down list.
= The wizard shows all projects that can be sample merged with
the selected project (results that have identically named bead

sets). By default, all of the projects are selected for the merge
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Confirm the projects selected for the merge. Remove the check
mark from a project that you do not want to include in the merge.

To remove all check marks, right-click the wizard and select
Uncheck All from the shortcut menu that appears.

To check mark all of the projects, right-click the wizard and select
Check All in the shortcut menu.

Click Accept to merge the projects and keep the Sample Merge
wizard open. Click OK to merge the projects and close the wizard.

Layer Merge

Use the layer merge function to combine the results from different bead
sets that probe the same sample. For example, after a layer merge, the
Typing table can display results from more than 100 different bead sets
that probe the same sample.

=

NOTE: To perform a layer merge, a sample must have the same
well location across all of the experiments and the bead names
must be unique (no two projects can include a bead with the same
name).

In the Project Manager, right-click the project of interest and select
Project Merge Wizard from the shortcut menu that appears (Figure
4.15).

= The Project Merge Wizard appears (Figure 4.16).

|

01 SampleB:

[0 HLA-A B DR_BLD

Typing Table
Al Multi Graph

Typg Wiew File Info
Al Multi €

Delete

[ Sample2_

Typinc
Al Multi ¢

Typing Table
Al Multi Graph

01 SampleSmall

Typing Table
Al Multi Graph

Figure 4.15 Project Manager
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Project Merge Wizard X

Sample Merge

Merge Some projects with the same bead set.

Layer Merge

Merge Some projects with the same wells

-

Figure 4.16 Project Merge Wizard

2. Click the Layer Merge button m.

= The wizard displays a drop-down list of results open projects
(Figure 4.17).
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Make a selection from
the list of open projects

Open projects that can be layer merged with the
project selected above. If you do not want to include
a project in the merge, remove the check mark.

Layer Merge Wizard =1
Top Project Locus - Beads | Project
—-Locus1 -~
A LayerSamples
v LayerSamplec o] LayerSampleC
v LayverSampleG A/ G LaverSampled
v LayerSampleT T LaversampleT
- Locus2
A LayerSampleA
o] LayerSampleC
G LaverSampled
T LayerSampleT
—-Locus3
A LayerSampleA
[ LayverSampleC
G LayerSampleG
T LaverSampleT
- Locusd
A LayerSamples
o] LayerSampleC
G LayerSampleG
T LayerSampleT
- Locuss
v Delete Project for Merg A Layersamples
[ LayerSampleC
oK Accept Cancel G LayerSampleG
T LayerSampleT b
L |1 |
Choose this option to Bead list  Project names
remove all but the ‘top organizes
project’ name from the names by
Project Manager after locus (group)
the merge. name

Figure 4.17 Layer Merge Wizard

3. Make a selection from the Top Project drop-down list (Figure 4.17).
= The wizard shows all open projects that can be merged with the
selected project (each sample has the same well location across
all experiments). By default, all of the projects are selected for
the merge.
4.  Confirm the projects selected for the merge or remove the check
mark from a project that you do not want to include in the merge.

To remove all check marks, right-click the wizard and select
Uncheck All from the shortcut menu that appears.

To check mark all of the projects, right-click the wizard and select
Check All in the shortcut menu.
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project, the Project Merge wizard displays the name in red. If this
occurs, the merge cannot proceed. For information on how to edit

t* NOTE: If a project includes a bead name that is used in another
— a bead name, see Editing a Bead Name on page 4.19.

5. Choose the Delete Project for Merge option to remove all but the
‘top project’ name from the Project Manager after the merge.

For example, in Figure 4.18, only the project LayerSampleA will be
displayed in the Project Manager after the merge.

. [ LayerSampleA
PrOJeCt Manager Typing Table
shows all open 4l Multi Graph
projects. 1 LayerSampleC
Typing Tahble

Al Multi Graph

[ LayerSampleG
Typing Table

Al Multi Graph

[ LayerSampleT
Typing Table

Al Multi Graph

Layer Merge Wizard

Top Project Locus - Beads | Project
=-Locus1 ~
A LayerSampleA
Projects selected for [ LaverSampleC ¢ LayerGampleC
layer merge with v caverSamules G |LayerSamples
LayerSamp|e A. LayersampleT T LayerSampleT
(t0p projeCt)' T LUC:Sz LayerSamples
v Delete Project for Merge. c LayerSamplec
o]’ ‘ Accept ‘ Cancel G LayerSampleG
T LayerSampleT v
=
If you choose LayerSampled
Delete Project for u Tyng Tave
Merge, the Project "
Manager shows
only the top project
name after the
merge.

Figure 4.18 Project Manager
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6. Click Accept to merge the projects and keep the Layer Merge wiz-
ard open. Click OK to merge the projects and close the wizard.

Editing a Bead Name

You can edit a bead name in the bead list of the Layer Merge wizard. Bead
name components include: Locus (group) + Allele + Suffix. (The default is
no suffix.)

1. In the Layer Merge wizard, right-click the bead name that you
want to edit and select Edit Bead Name from the shortcut menu
that appears (Figure 4.19).

= The edit bead name dialog box appears (Figure 4.20).

Bl Layer Merge Wizard E@E‘

Top Project Locys - Brads Project
= ]
[gamet ] 738 Sarmplet
736 Sample
934 E
ol £l Bead Name
161240 Samplet
161260 samplel
161298 Samplet
Anderson Sample
o]
16217C samplel
162237 Samplet
162240 Sampled
Anderson sampled
o1t -
16202T16296T | Sampled
162047 samplel
16294TMB296T | Sampled
162080 Sample
163040 Sampled
204TIOETIA0MC | Sampled
Anderson Samplet
=152
163095 Samplel
16311 Samplet
¥ Delste Project for Merge 163115163207 | Sampled
163108 samplel
‘ | Gzl ‘ 163207 garmplet
fndarenn Samnlal o

Figure 4.19 Layer Merge wizard

LayerSampleA(Locus2 A)
Bead MName Locus2 A
v Suffix

Iv &l Beads for this Project

Figure 4.20 Edit bead name dialog box
The box title is the selected project (LayerSampleA) and bead name (Locus2
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To edit the allele name, choose the Allele option and enter an allele
name.

To edit the suffix name, choose the Suffix option and enter a suffix
name.

To apply the new allele and suffix names to all loci in the project,
choose the All Beads for this Project option.

Click OK.
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This chapter explains negative controls and how to set them. A negative
control (NC) can be set manually in the Typing table or the Multi
Graph view. The MasterPlex~ GT software can also automatically
identify negative controls based on keyword recognition.

5.1
Local and Global Negative Controls

The MasterPlex GT software computes a background value (the average
MET of the negative controls) and subtracts it from the sample (bead set)
MEFT to obtain the background-adjusted sample MFT data.

A Jocal negative control is specific to a particular set of result. A global
negative control is applied to merged results. Both local and global
negative controls can be applied to a results file.

The MasterPlex GT software first determines if global negative controls
have been specified and computes:

Global NC = (Global NC; + Global NC, + ... Global NC,)/n

Next, the software examines each results file for local negative controls
(local NC). The background value for a results file is the average of the
local NCs and global NC.

Table 5.1 on page 5.2 shows example results files and negative controls,
and how the MasterPlex GT software computes the background value for
each results file. In this example:

Global NC = (Global NC, + Global NC, + Global NC,)/3

The MasterPlex GT software subtracts the computed background value
from the sample (bead set) MFI to obtain the background-adjusted
sample MFT data.
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Table 5.1 Computed background values

Local Global
Results | Negative  Negative Computed Background Value
Controls  Controls

Plate1 Local (Local NC, + Local NCy, + Global
NC,, NC?)/3
Local
NCp
Plate2 Local (Local NC, + Global NC)/2
NC.
Plate3 None Global NC
Plate4 Global NC, | Global NC
Plateb Global NCy,, | Global NC
Global NC,

a. Global NC = (Global NC, + Global NCy, + Global NC.)/3

5.2
Setting Negative Controls Manually

If you are working with one set of results, you can set a Jocal negative
control. If you are working with merged results, you can set a globa/
negative control that is applied to all of the merged data.

1. To create negative controls, in the Typing table, click the names of
the samples that you want to designate negative controls. There are
three ways to do this:

Click a sample name.

To select adjacent sample names, click and hold the mouse while
you move the pointer over the sample names. Click the mouse when
the complete selection is highlighted. Alternatively, press and hold
the Shift key while you click the first and last sample name in the
selection.

To select nonadjacent samples, press and hold the Ctrl key while
you click the sample names.

= The selected sample rows are highlighted.
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2. 'To set the selected samples as negative controls, right-click a high-
lighted sample name and do either of the following:

If you are working with one results file, click Local Negative Con-
trol in the shortcut menu that appears.

If you are working with merged results, click Global Negative
Control in the shortcut menu that appears.

= The selected samples (rows) are designated negative controls
and the rows display dash marks (-) (Figure 5.1).

-
# »Je E[l =| zlu] 4| E o f
Locus  [sWpt | sPz | stps |
Beads->  |wit it vt it vt mt
Wiell Mame Samble MName Total Events hotes
F1 &l 2860 254 217 475 N 3 a2
Gl 53 2711 307 29 548 a0 913 a5
Hi 7 2517 403 33 7oz 108 1244 194 |
vy & 2802 614 42 593 a 1080 45
1 2 2652 EO0S aa) 725 845 | 268 3]
B1 1 2582 50 ol 50 AN 435 21
B2 g 2736 430 33 367 av 700 &0
B3 10 3100 234 a1|  57e 47| @67 14
5] 3 2924 346 34 E1E EE1 20 381
E1 4 3103 456 85 607 | EER &0
A1 no dna 21 e - - -1 - -1 - -l -
. / | O

Negative control

Figure 5.1 Typing table
The sample named no dna (well A1) is a negative control.

Removing a Negative Control
1. Select the negative control sample row(s).
= The selected sample row(s) are highlighted.

2. Right-click a sample name in the highlighted selection and do
either of the following:

If you are working with one results file, click Local Negative Con-
trol in the shortcut menu that appears.

If you are working with merged files, click Global Negative Control

in the shortcut menu that appears.

= The dash marks (-) are replaced with the results data.

5.3
Setting Negative Controls Automatically

The MasterPlex™ GT software can automatically set the negative controls
by identifying user-specified key words in the sample name. In the
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Background tab of the Application dialog box, you can set the keywords
that identify a negative control.

1. Select Option — Set Application Options from the menu bar.
= The Application Options dialog box opens (Figure 5.2).

E Application Options |;|E|E|

I Clustering Tool 1 Flugins I

Automatic Background Sample Recognition

[ Perform Automatic Backaround Sample Detection on data load

General

Background Keywords

bead anly Aol Meswy Keywvord
beads only

bk

background

blank

MOTE: These parameters are effective only to new projects

OK Reset All | Cancel |

Figure 5.2 Application Options dialog box, Background tab

Click the Background tab.
3. Choose the option Perform Automatic Background Sample
Detection on data load.
4. To define a keyword, click Add New Keyword, enter the keyword
in the dialog box that appears, and click OK (Figure 5.3).
= The keyword is added to the Background Keywords list (Figure
5.2).

NOTE: A keyword added during a session is applied only to
subsequently opened results.

Add a Background Keyword

Input & nesw keyweord for background

Figure 5.3 Add a Background Keyword dialog box
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5. To delete a keyword, select the keyword you want to delete in the
Background Keywords list and click Delete Selected Keyword. At
the prompt, click Yes.
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CHAPTER I ALLELE CALL PARAMETERS

The MasterPlex™ GT software can use median fluorescence intensity
(MFI) or relative intensity (RI) data to call alleles. This chapter explains
how to set parameters for the allele calling algorithm.

6.1
Parameter Settings and Options

To display the parameter settings, click the Parameter Setting but-
ton

= The Parameter Setting dialog box appears (Figure 6.1).

& Parameter Setting

Group set; |

=

Save setting as.. Import Setting. .. |

Cancel Ok

[~ Parameter setup for the individual bead Minimum Events: (20 count for each bead

[ Use group color for Chart and Allele Call Table Lookup Table

Group Mame Lookup Takle Reportable Level | Intensity Threshold | Call Intensity
92R7 Cther e

Allele Mame

| >

c
T
---------- 250% 35
" B
Y
DY51... DYS199  Other e 250% 35
c
T
DY53.. DY33H  Other e 250% 33
C
G
M9 B [ S — 250% 35 hs

Groupillele Identifier

Group Prefic # ot beacs inthis group: 2 * Edt Bead Names
Group MName: |92R7

Ploicy: (" Diploic {” Haploid  {+ Other Apply this Ploicy to all groups (loci) |
Allele Mame: =
-

Allele Call Parameters for 92R7
(+ Use Relative Intensity for Allele call 100
Reportable Level (250 9% of total intensity
Intenstty Threshole: [35 (w1
" Intensity baszed Allele Call
Call anything bigger than MFl &5 an Allels

0
Apply to all groups (loci) MFI Allele Ratio

Figure 6.1 Parameter Setting dialog box
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Parameter settings and options include:

Parameter setup for
the individual bead

Use group color for
Chart and Allele
Call Table

Minimum Events

Ploidy

Use Relative
Intensity (RI) for
Allele Call (see See
“Relative Intensity
Allele Call” on

page 6.3)

Intensity Based
Allele Call (see See
“Intensity-Based
Allele Call” on

page 6.5)

Choose this option to apply the parameter
settings to a user-selected allele (bead type). If
this option is not chosen, the group parameters
are applied to alleles on a per group basis.

Choose this option to apply the group color to
the allele data in the Allele Call table, Multi
Compare graph, and Depth graph (alleles of the
same locus (group) are represented by the same
color). If this option is not chosen, each allele is
represented by a different color.

The minimum number of beads that should be
counted in the Luminex® system for each bead
type in each sample.

The ploidy may be specified for all groups (loct)
or for individual groups. The ploidy affects the
allele frequency calculation. (Note: Other and
Haploid ploidy are the same.)

The software calls the allele if all of the
following conditions are met:
RI, e > user-specified RI threshold

MFIL,,.,. > user-specified intensity
threshold

The software calls the allele if both of the
MFT . > user-specified absolute intensity
threshold

NOTE: If the bead count is less than the number of minimum
= events specified in the Parameter Settings dialog box, the Typing

table displays the bead count data in red.

6.2 MasterPlex GT
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6.2
Ploidy

You can specify diploid, haploid, or other ploidy for each group (locus).
The ploidy affects the allele frequency calculation (see Allele Frequency on
page 7.20). If you select diploid and there is only one allele called, the
allele will be shown twice in the Allele Call table.

* NOTE: The Haploid option and Other option are the same.

6.3
Relative Intensity Allele Call

For this method, the MasterPlex™ GT software computes the relative

intensity (RI) of each allele in a group. For example, in a biallelic analysis
of allele a and allele b:

RI, = [MFL, / (MFL + MFI,)] x 100
RI, = [MFI, / (MFL + MFI,)] x 100

The software calls an allele if the following conditions are met:

RI, i1 > 2 user-specified RI threshold (reportable level)
MFI, . > a user-specified intensity threshold

1. Click the 48} button to display the Parameter Setting dialog box
(Figure 6.2).
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O

B Parameter Setting

Group set: &

F ‘ J Cancel oK
Save setting as Import Setting |

I Parameter setup for the individual besd. Minimum Events: |20 court for each bead

I U=e group color for Chart and Allele Csll Table Logkup Takle...

Prefix | Group MName Lookup Table | Allele Mame | %Reportable Level | Intensty Threshold | Call Irtensity

Oys199  Other e
DY 5391
Other e v
Group/Allels Identifier
Groug Prefix: # of beads in this group: 2 ** Edit Bead Mames
Group Name: (J2RT
Ploicty: ¢ Diloid " Haploid = Cther Apply this Ploicy to all groups (loci) ‘

Allele Mame: r

r
Allele Call Parameters for 92RT
+ Use Relative Intensity for Allele call
Reportable Level:  |25.0 9% of total intensity
ntensity Threshold [35 (WFl)
" Intensity based Allele Call
Call anything bigger than '— MFl &= an Allele

Apply to all groups (loc) MF| Allsle Ftio

Figure 6.2 Parameters Setting dialog box

2. If you want to set parameters for one particular allele (bead type)
only, select the allele name in the upper box, and choose the option
Parameter setup for the individual bead.

NOTE: If this option is not chosen, the parameter settings are

E‘I applied to alleles on a per group basis.

3. Confirm the default or enter a new Minimum Events value.

4. Choose the Use Relative Intensity for Allele Call option.

5. Confirm the default or enter a new Reportable Level.
When the analysis is biallelic, the Parameter Setting dialog box also
displays a bar graph of the MFI allele ratio specified by the

reﬁortable level. For example, the parameter settings in (Figure 6.3)
call an allele if MFI, / (MFI + MFI,)x 100 > 25%.
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25% = (33.333/(33.333+100))*100

~Allele Call Parameters for 32R7

& Usge Relative Intenzity for Allele cal

Reportable Level:  |25.0

% of tAtal intengity

Intenszity Threshal

" Intensity based Allele Call
Call anything bigger than IED MFl as an Allele

MFI Allele Ratio

Figure 6.3 MFI allele ratio

MFI allele ratio shows the minimum biallele ratio required to meet the
reportable level.

6. Confirm the default or enter a new Intensity Threshold (MFI).
7. Click Apply.
= The parameter settings are applied to the active results.

NOTE: You can also set the relative intensity thresholds in the
Thresholds tab of the Multi Graph view. For more information, see
Threshold Editing on page 8.16.

6.4

Intensity-Based Allele Call

For this method, the MasterPlex™ GT software calls an allele if the MFI
is greater than a user-specified value.

—_

Click the %8 button to display the Parameter Setting dialog box
(Figure 6.2).

2. Ifyou want to set parameters for one particular allele (bead type)
only, select the allele name in the upper box, and choose the
Parameter setup for the individual bead option.

NOTE: If this option is not chosen, the parameter settings are
= applied to alleles on a per group basis.

Confirm the default or enter a new Minimum Events value.
Choose the Intensity Based Allele Call option.

Confirm the default or enter a new MFI threshold value.
Click Apply.

= The parameter settings are applied to the active results.

A

MasterPlex GT ~ www.miraibio.com 6.5



CHAPTER 6
ALLELE CALL PARAMETERS

6.5
Editing a Bead Name

You can edit the bead name. (For more information about prefix, group
and allele names, see Bead Name Conventions on page 3.1.)

1. Click the 8} button to display the Parameter Setting dialog box
((Figure 6.5)).
2. Click Edit Bead Names.

= The Edit Bead Names dialog box opens (Figure 6.4).

Edit Bead Names

IB Anderson
IC1 162927 16295T
ICT 162347

Figure 6.4 Edit Bead Names dialog box

3. Select the bead name you want to edit and enter a new name.
Click OK when you finish editing the names.

= The new bead name (prefix, group, and allele name) is displayed
in the Parameter Setting dialog box, Typing table, graph view,
and statistics table.
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Editing the Group or Allele Name Only

You can also edit just the group or allele name in the Parameter Setting
dialog box.

To edit the group name:

1. Click the 8} button to display the Parameter Setting dialog box
((Figure 6.5)).
Select the group name you want to edit (Figure 6.5).

3. Enter the new group name in the Group Name box and click

Apply.

To edit the allele name:
1. Select the allele name you want to edit (Figure 6.6).

2. Enter the new allele name in the Allele Name box (Figure 6.6) and
click Apply.

T parameter, Setting

Group et | j
Save setting s... | Import Setting..

[ Parameter setup for the individusl bead. Minimum Everts: |20 court for each bead

[ Use group color for Chart and Allele Call Table Lookup Table
‘ Prefix ‘ Group Mame | Type ‘ Lookup Table | Allele Mame ‘ %Reportahle Level | Intensity Threshold ‘ Call Intensity |'_\
SNP1SHPL Diploid e 35

Cancel 0K

__________ m—
— Group name

SNP2 selected
[ I — 25.0% 35 v
Group/Allele ldertifier
Graup Prafix # of heads in thiz group: 2 * Edt Bead Names
Group Mame: |SNP2
Ploidy: * Diploid ¢ Haploid " Cther Apply this Plaicy to all groups (loci) ™ Group Name
r edit box
Allele Marme:
r
‘Allele Call Parameters for ShP2
(¥ Use Relstive Intensty for Allele call
Reportable Level (250 % of total intensity (i — _1
Intensty Threshold: |35 (MFT) B0fo----
PR
£ Intensity based Allsle Cal o

Call anything bigger than MFl &3 an Alele 20 .
[t}
Apply to &l groups (loc) MF| Allele Ratio

Figure 6.5 Parameter Setting dialog box
Group name SNP2 selected.
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A parameter Setting

Group set ‘ j
Save sefting as Impiort Setting

[ Parameter setup for the individual bead Minimum Everts: |20 court for each bead

Cancel Ok

[ Lkse group color for Chart and Allele Call Takle Lookup Tahle..
‘ Prefix ‘ Group Mame | Type ‘ Lookup Table ‘ Allele Mame ‘ “Reportable Level ‘ Intensity Threshold ‘ Call Intensity "_*

SNP1 SNl 3 | Selected
allele name

SNP5  SNPS Dioloid e 250% 35 hd

Grouprale ldentifier
Groug Prefic # of beads in this group: 2 ** Eclit Bead hames
Group Mame:

Ploicly: % r r

[~ &pply to all slleles inthe
Allele Mame:  wt Change Color 38Me arder in each group.

I™ Apply to all same name =lleles

[~ Allele Name
edit box

Figure 6.6 Parameter Setting dialog box
Allele name wt selected.

6.6
Group and Allele Color

If you choose the option Use group color for Chart and Allele Call Table
in the Parameter Setting dialog box (Figure 6.6), the MasterPlex™ GT
software assigns one group color to all of the alleles in a group (locus). As a
result, the:

Multi Compare bar graph displays the allele data using the group
color

Depth bar graph displays the allele data using the group color
Allele Call table displays the group colors
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If this option is not chosen, the software assigns a different color to each
allele. You can change the default group or allele color.

Changing the Group or Allele Color

1. Click the ‘@ button to display the Parameter Setting dialog box
(Figure 6.7).

Parameter Setting r?|E\P§|
Group set: hd
e = Cancel oK
Save setting ... | Import Setting...
[~ Parameter sstup for the individual beac Minimum Events: (20 court for each bead
W Use group color for Chart and Allele Call Table Lookup Table..
Graup Name

Lookup Table | Alele Hame | %Reportable Level | intensity Threshold | Cal intensity |
s 250 35

| _Group SNP2

/ selected

SNP3  SHP3 Diploid e 250% 35

SNP4 SHP4 Diploicl

,,,,,,,,,, L~ Group color
swatch displays
the color of the
selected group

SNPS  SHPS Dinioid
Groupialiele dertifier
Graup Prefix: # of beads inthis group: 2

Group Name: [SMPZ Changs Color
Ploicy: % Diploid (" Haploid (" Other Apply this Ploidy to &l groups oc)
Allele Name r

r

** Eclit Besad Mames

Allele Call Parameters for SNP2
@ Use Relative Intensity for Allele call

Reportable Level:  [25.0 % of total intensity
Intensity Threshold: |35 (MF)

¢ Intensity based Allsle Call
Call anything bigger than WFl &5 an Allele

0
Apply to all groups (oci) WFI llele Ratio

Figure 6.7 Parameter Setting dialog box
Group SNP2 selected.

2. To change a group color, choose the option Use group color for

Chart and Allele Call Table. To change an allele color, do not
choose this option.

Click the group name or allele name with the color that you want to
change.

= The Group Name color swatch (or Allele Name color swatch)
shows the selected color (Figure 6.7 and Figure 6.8).
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&l Parameter Setting

Group set: | j
Save sefting as... | Import Setting..

[ Parameter setup for the individual bead. Minimum Everts: {20 count for each bead

Cancel O

[ Use group color for Chart and Allele Call Table Lookup Table..
‘ Prefix | Group Name: ‘ Type ‘ Lookup Takle | Allele Natme ‘ SeReportable Level | Intensity Threshold ‘ Call Intensity |ﬁ
SMPL SN Diplid R — 25.0% 33

250% 35

L wt allele in

EERIET]

250%

3%

group SNP4
_______ selected
SHPS Dinloid

Grouprsliels Idertifier

Group Prefix # of heads in this group: 2 ** Edlit Bead Mames

Group Mame:

Ploidy: - «
Allele Name: |wi - Change Color u ?ﬁp;gd D‘,Dujl‘anlg:;:nglrzzp
[™ Apply to all same name alleles
i~ Allele color

swatch displays
the color for the
selected allele

Figure 6.8 Parameter Setting dialog box
wt allele in group SNP4 selected.

4. Two options are available when setting allele color:

If you want to apply the color to the same position number allele in
all grougs (for example, the first allele in each group), choose the
option Apply to alleles in the same order in each group.

If you want to apply the color to all alleles with the same name (in
all groups), choose the Apply to same name alleles option.

5. Click Change Color.
= The color palette appears (Figure 6.9).
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B asic colors:

M T EEE
Hf METNHENEN

THEA
ENEN
1Hnn

LCustom colors:
EEEEEEEEN
EEEEEEEEN

Defing Custom Colors »»

Cancel

Figure 6.9 Color palette

6. To select a predefined color, click one of the basic colors.

7. To define a custom color, click Define Custom Colors.

= The color palette shows the custom color options (Figure 6.10).

Basic colors:

_ U e

Cancel

Custom color field

| ColorSalid |, (150

~+— Luminosity slider

i_— Color swatch

Hue: ’ﬁ HRed: ’E
Sat: ’ﬁ Green: ’ﬁ
Blue: ’ﬁ

Add to Custom Colars |

Figure 6.10 Color palette
Custom color options.

8. To define a color, use the click-and-drag operation to move the
cross hairs in the custom color field. Adjust the color brightness

using the luminosity slider.

= The Color swatch shows the color selection.
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9.  When you are finished defining the color, click Add to Custom
Colors to apply the color, and click OK.

= If you selected a group name, the new group color is displayed
in the Group Name color swatch and is applied to the data for
the alleles of this group in the Multi Compare, Depth graph,
and Allele Call table.

If you selected an allele name, the new allele color is displayed
in the Allele Name color swatch and is applied to the data for
the selected allele in the Multi Compare, Depth graph, and
Allele Call table.

6.7
Working With Group Sets

You can save the settings in the Parameter Setting dialog box (Figure 6.12)
as a group set (xml) for use in future sessions. You may also import a
previously saved group set.

Creating a Group Set

1. Open the Parameter Setting dialog box (click the 483 button).
2. Click Save setting as.
= The Create a New Group Set dialog box appears (Figure 6.11).

Create a New Group Set

Mew Group Set Name:

Figure 6.11 Create a New Group Set dialog box

3. Enter a name for the group set and click OK.

= The group set (.xml) is saved and the name is added to the New
Group Set name drop-down list (Figure 6.12).
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B Parameter Setting

Group set: ‘Group Set 1 j

Ok

Ci |
Group Zet 1 o
W B Group Set 3 wm Events; (30 count for each bead

IV Use group color for Chart snd Allele Call Table Logkup Takle...

wt
mt
SNP2  SNP2 Diplaict 23.0% 33
SNP3  SMP3 Diplaict 23.0% 33
SNP4 NP4 L e 23.0% 33
wt
mt
SMNPS  SNPS Diplgid e 23.0% 33
GroupsAllels Identifier
Group Prefic # of beads in this group: 2
Group Name: [EHPT P change colr
Plaicy: {* Diploid " Haploid " Other Apply this Ploicy to all groups (loci) ‘
Allele Mame: r
r

Allele Call Parameters for SMP1
v Use Relative Intensity for Allele call
Reportable Level:  |25.0 9% of total intensity
Irtensity Threshold: (35 (MFI)
" Intensity based Allele Call
Call anything bigger than MFl &= an Allele

Apply to all groups (loci)

Prefix | Group MName Type Lookup Table | Allele Name | %Reportable Level | Intensity Threshold | Call Intensity | #

s

** Edit Bead Names

MFI Allele Ratia

Figure 6.12 Parameter Setting dialog box

Group set drop-down list displays available group sets.

Selecting a Group Set

To select a group set for the active results, click the Group set box, and

make a selection from the drop-down list.

Importing a Group Set

You can import a previously saved group set (for example, a group set

created on another system).

1. Click Import Setting.
= The Open dialog box appears (Figure 6.13).
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Laak jr: |L’f} Settings j £k B
Grouop Set 2.xml

Group Set 1.xml

Group Set 3.xml

Filez of type: |MasterF’Iex Setting File [*.=ml) j Cancel

Figure 6.13 Open dialog box
Group set files (.xml).

2. Double-click the group set file (.xml) for import.

= The Parameter Setting dialog box displays the imported group
set.

6.8

Saving a Project

The contents of the Project Window can be saved as a project (.gtp). A
project includes the:

results file(s) (.csv) in the Typing table

graphs or dendrogram created in the Multi Graph view
parameter settings

user-selected samples

1. Click the Save button [H&. Alternatively, select File = Save Project

from the menu bar.
= The Save As dialog box appears (Figure 6.14).
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Save As @@
Save jn | =59 SampleData ﬂ cf B2~

[ ] HLe-8 6 DR _BLD.gto

|"i] Sample2. gtp

|"i] SampleBase.gtp

|"i] samplesmall.gtp

File name: |Sample172 atp Save I
Save as ype: |MasterPlex GT Project File [".atp) ~| Cancel

Figure 6.14 Save As dialog box

2. Confirm the default or enter a new location where you want to save

the file.
3. Enter a file name for the project (.gtp) and click Save.

Using the Save As Function
Use the Save As function if you change the project (for example, change a
parameter setting or option) and want to save it without overwriting the
previously saved file (.gtp).
1. Select File = Save Project As from the menu bar.

= The Save As dialog box appear (Figure 6.14).

2. Confirm the default or enter a new location where you want to save
the project.

3. Enter a file name for the project (.gtp) and click Save.

Opening a Project

You can use the menu bar, toolbar, or a drag-and-drop method to open a
project (.gtp).

Using the Menu Bar or Toolbar

1. To open a previously saved project (.gtp), click the Open Project

File button [Z. Alternatively, select File = Open Project File from
the menu bar.

= The Open dialog box appears (Figure 6.15).
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Open E‘ BE

Look jr ‘lf}samp\eDala ﬂ =F B3~

[®]HLA-4_B_DR_BLD.gtp
ﬂ Samplel.gtp

ﬂ Sample2.gtp

ﬂ SampleBase. gtp

"11 SampleSmall.gtp

File name: |

Open
Files of tupe: |Maste|P\eH GT Froject File (*.atp) j Cancel

Figure 6.15 Open dialog box
Project files(.gtp).

2. Double-click the project file (.gtp) you want to open.

= The project window for the selected file opens.

Using the Drag-and-Drop Method

1. Navigate to the project file (.gtp) you want to open.

2. Use the drag-and-drop operation to place the file in the Master-
Plex™ GT application window (Figure 6.16).

= The Project Manager and Project Window appear (Figure 6.16).

In the Project Manager, the file tree displays the file name. The
Project Window displays the Typing table (default).

Project window, see page 4.1.

NOTE: For more information about the Project Manager and
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1 masterPlex GT

Fie Edit View

D|e(ma| &[] S ole| =

Option  Window Help

B SampleData
Bl Edt Wew Favortes Took Hep

Qe ~ ) [F O seach [ Folders
Address [
Folders X Name - Type A
= C MasterplexGT20 A AIHLA Lookup Tab 1166 GITFle
(3 sampleData TE)Ha-a_6 0r b 7KB Microsoft Excel Comma Separated Values File
© settings B M 6k GTPFie 3
® ) MosterPlex QT 2.0 ‘alLaverSampled.csv 35K8 Microsoft Excel Comma Separated Values Fie
® £ HTML Heb imple 35K8 imma Separated Values Fis
# () Instalshield Installation L mple 35KB Values File
# 1) Intelimouse: mple 35K8
=) v le1 26K8  Microsoft Excel Comma Separated Values Fie
< 3 & >

Figure 6.16 MasterPlex GT window and Windows Explorer
To open a project (.gtp), drag the file onto the MasterPlex GT application

window.
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The MasterPlexm GT software shows results in several tabular formats,
including the Typing table, Allele Call table, and Homology table. This
chapter explains how to view the tables and the data available in each.

7.1

The Typing Table
In the Typing table, you can:

view median fluorescence intensity (MFI), relative intensity (RI), or
bead count data

quickly assess assay performance

designate negative controls

compare results across experiments

sort samples by expression level or genotype

This section explains the different data views in the Typing table and its
functional features.

Viewing the Typing Table
The Typing table is the default view when you open a results file or
project. To display the Typing table for:

the active project, click the ' | button

a particular project, click Typing Table under the project of interest
in the in the Project Manager (Figure 7.1)
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01 Sample2 A . .
i Typing Table ————TO view the Typing table, click the button under
File g AL Wi Graph the project of interest.
tree SampleBaze
Typing Table
Al Multi Graph
(1 SampleSmall
Typing Table
Al Multi Graph

WL | acjusted W | Gourt |

Besd | ave | 5D | cvee A
14 161 24C B 06 102%
12 161260 5] 05 91% . .
psizsn | s 05 167 Statistics table
14 &nderson 55 35 B4%
B 16217C 170 2441 141%
B 162231 7393 T3%
B 16224C 148 182 11.0%
B Anderson 308 38 12%
IC1 162927 1 4 15 #17%V
< ¥

Figure 7.1 Project Manager

The Typing table displays the MFI and bead count data for the open
results. If the bead set names follow the MasterPlex GT naming
convention, the Typing table automatically organizes the data by loci and
alleles (Figure 7.2). (See page 3.1 for more information about the bead
naming convention.)

If you merge results, the Typing table displays all of the results. (See page
4.11 for more information on merging results.)
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Locus (group) names (first row) and

alleles names (second row)
3 «[o ) maw#f,é

Figure 7.2 Typing table

Stripe background view uses alternating color (blue or white) to identify the
alleles (columns) associated with a locus.

You can select different data views in the Typing table:

Relative intensity

(Figure 7.4, page 7.5)

Median fluorescence intensity

(MFTI) (Figure 7.5, page 7.6)

Bead count

(Figure 7.6, page 7.7)

Locus | [ [ [ [ I [ e[ [ [ [&
Beads > wsauec [16311C [16a11cn[16men (163207 |Andersor16362c [169621 [1934 [143anasl146C 14650
Wl Name |Sample Name _|Total Events Motes | [ [ | | | [ [ [ [
18401 9 6000 Samole Empty 2 a g 0 21 3 [ [ B [ i
F8 1401 11 6000 Sermole Emoty ST a1 1 - 21 -2 - -2 o ' 1
28 6401 6 6000 Sermole Emoty 1 s a1 o - 5 [ s o o o 1
o8 16401 12 4845 Sermole Emoty 1 5 1 [ - 5 B ] -1 1 - 1
b7 16401 1 l6ooa Sermole Emty EINLY a [ i 2 1 e o 1 -t i
7 64013 500 : 51 3 o 2 D 2 1 o
o8 16401 20 a0 el Emoty 2 X X 0 o 0 0 2 ' o -1 o
7 164015 S Sernoe Emoty 2 s 1 o -2 il & - o 1 o o
5 64017 o000 - f 1 0 o e ) B B o -t o
[ 640113 3345 el Emoty CINRET a 1 0 [ 50 z . 1 ' o
[ 16401 21 415 Sample Emoty 2| 35 36 2 1 s|” 2 1 1 3 a
o e Samole Emoty - - - - - - - - E E E E
= 640 2 o000 B 1 B G CI ] s i [ o o -1
ca 4018 le00n Sermoe Emoty 1t 1 2 iz 7 o [ 1 1 o o
Es g4t 10 om0 & 15 1 7 b 4 G z -1 1 -1 -
ca 401 16 BT Sermole Emoty o ¢ 1 s i 2 B il 1 1 o o
e 401 17 BT Semole Emoty o [ W B o o 1 5 i o o o
29 6401 14 ET Sarmse Emoty 5 [ a -t = 5 ' [ o 3 i i
Fo 16401 19 3977 Sarmni Emoty 55 12 s 1 o B -1 a o 1 o o
[ 16401 4 5000 Sarmnk Emoty " 20 5 s s 52 4 57 -1 o i o
E 16401 18 5000 Sarmnk Emoty 10 2z s n s X s [ o 1 ' 1
65 1623967 5000 Samole Emoty o =2 2 o -2 -7 S s o - o
cs 6236 6 6000 Sermole Emoty o o -t - 7 e 2 o ' -
05 16236 9 6000 - -1 1 -1 - - SRR 2 1 o
05 16236 12 6000 Sarmnle Ematy -2 - 2 -t -2 - - g 2 ° 1 e
Il Il |
Alleles (columns) of Alleles of  Alleles of the
locus IC2 have blue  the next next locus IIB
background locus ID have blue
have white  background
background

Displays the percent relative intensity
for the alleles at a locus.

Displays the background-adjusted
MET of the alleles.

Displays the number of bead events
counted for sample acquisition.
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You can view the Typing table with a striped (Figure 7.2) or a gradient
background (Figure 7.3).

To view the Typing table with the striped background, click the
button.

= The alleles (columns) associated with a locus appear blue or
white in the Typing table (Figure 7.2).
To view the Typing table with the gradient background, click the
button.
= The Typing table highlights the allele relative intensity using a
color gradient ((Figure 7.3))

A darker color shade indicates a higher relative intensity. Red and
blue distinguish between the loci.

Alleles at locus IA Alleles at locus IB
[ Il |

Figure 7.3 Typing table

Locus 1, [ [ [ B [ [
Beads-» 16124C |18126C [181298 |andersor|1e217c [162237 [18224C |Andersor|

well Name _[Samnle Wame Total Everts hates [ [ | [

F1 431 162 Sarmale Emoty [ 0 1 1a1 &1 125 a0
F2 48-1 5285 Semple Emuty + 1 12 142 81 182 263
F3 45-1d 6305 Semple Emuty + 1 10 180 85 1z 287
a1 beads only new 2253 Sarmale Emoty - - - - - - - -
B4 beads new 7787 Sarmale Emoty - - - - - - - -
ca beadsold 551 Sarmale Emoty - - - - - - - -
|B2 471 7615 Samule Emoty 5 5 ] (RES 85 185 304
B3 47-1d 634 Samale Emoty 5 6 ERES i 40 a0
B1 4741 5519 Samsle Emoty 4 E] S T s 165 207
=l 472 5618 Samale Emoty o 2 1 2| s a7 3l 203
c2 472 5403 Samale Emoty z 2 2 E L] 33 59 152
c3 472 5115 Samale Emoty 1 2 2 H 5 &7 135
1 452 5122 Samale Emoty o 3 1 [ 2 50 187
G2 452 5135 Samale Emoty 1 4 2 El 5 53 197
3 452 5012 Samale Emoty o [ 1 HC 3 st 131
El 474 5063 Samale Emoty 1 0 2 1 [ [ 1 1
42 454 7017 Samale Emoty z [ 1 2| [ [ z 2
E2 474 3109 Samale Emoty o 0 2 1 [ [ 1 -1
43 454 5741 Samale Emoty o [ 1 2| f [ z 2
E3 4740l 5462 Samale Emoty z [ 2 1 : [ 1 2
A4 4540l 5426 Samale Emoty 1 [ 2 2 : [ 1 2
b1 473 4353 Samale Emoty 1 2 -1 ElR f [ z 2
D2 473 5637 Samale Emoty 1 [ 2 1 [l 3 s 2
D3 473 sas2 Samale Emoty o 2 2 1 [l 3 3 [
1 453 5168 Samale Emoty z 2 1 KR : [ 4 3
H2 453 5242 Samale Emoty 1 2 1 2| f 2 3 3
H3 4530 4574 Samale Emotv 1 2 1 2 [l [ g [
L >

|

Blue color gradients
shows relative
expression levels of
alleles at the first
locus (IA)

Red color gradients
shows relative
expression levels of
alleles at the next
locus (IB)

Gradient background indicates relative expression levels of the alleles at a

locus.

7.4
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Relative Intensity View

In this view, the Typing table displays the percent of the total intensity
(RI) for each allele at a particular locus. In a biallelic analysis, the relative
intensity of allele a and allele b is computed as follows:

RI, = MFL/(MFL + MFI,) x 100
RI, = MFL/(MFIL, + MFL,) x 100

* To display the relative intensity view, click the %0 button.

= The Typing table displays percent relative intensity for each
allele represented in the bead set (Figure 7.4).

NOTE: Rl data displayed in red indicates the bead count was less
than the user-specified event number set in the Parameter Setting
dialog box.

[ o|E|[" =] =lu] »|- | ElQ

Figure 7.4 Typing table
Percent relative intensity data

MFI View
In this view, the Typing table shows the background-adjusted MFI of each

allele at a particular locus.

+ To display the MFI view, click the @ button.

MasterPlex GT

www.miraibio.com

Locus [ [] ~
Beads-= 16124C |16126C [161294 |Ancersor|16217C 162237 |16224C

WWell Name | Samble Name Total Everts Motes

F1 48-1 5162 <amnle Emioty 1,35 8a.7H 0.0% 9.0%| 22.3K 9.7H 19. 8%
F2 431 coge <ample Emity 18%  86.8%  0.5% 1L3%| 25 7H) 10.1% 22 1%
F3 48-1d F305 Samnle Emioty 1045 ee.aK 0.5% g.e8%| 218N 10.8% 18. 8%
Al heads only new 2253 Samble Emity - - - - - - -
B4 beads new: Fid:1d Sample Emity - - - - - - -
c4 beadzold 951 Samble Emity - - - = - - -
B2 474 7615 <ample Emity TOEK 63N 51N B0 1N| 282 3.9%  20.6%
B3 47-1d FEgd Samnle Emioty 8.3% 2.9% 2.9% 78.9%| 235 11.0%  20.8%
B1 471 5519 <amble Emity B 1% 7.53% 3.0% B1.BX|  2B.5K 10.0%  22.2%
1 472 BE1E <ample Emity 2,34 ALTH 12.5% 3R.9N| 1E9%) 119K 179K
[o] 472 5403 <amnle Emioty 33.3% 28N 21.8K 21. 4% 19.74% 10. 4% 18. 5%
3 4724 3115 <ample Emity 15.2%  30.3%  27.3%  27.3%| 183N 11.3%  17.9%
1 48-2 51272 Samnle Emioty 8.3%  BE.TH 12.5% 12.5% 17.1% 12.5% 17.1%
G2 48-2 5135 Samble Emity 98K 435, 1% 17.8% 23. 4% 16. 6% 12.7% 13. 0%
3 46-2d i1z <ample Emity 9.5%  19.0%  10.3%  57.1%| 1465 11.5%  15.6%
E1 474 5063 <amnle Emioty 1% d.8% 42 9% 14.3% 30,44 26.1% 26,14
2 48-4 7017 <amble Emity 46.7%  13.3% 10.0%  30.0%| 12.5%  18.7%  37.5%
E2 47-4 5109 Samnle Emioty 1484 -14.3%  64.3% 2145 d0.0% 0.0%  E0.OK
A3 48-4 5741 Samble Emity 1M.1% 2225 16. 7% S0.0%|  39.0% T.ER 235K
E3 47-4d 5462 Samble Emity 46.7%  13.3% 30.0%  10.0%| 44.8% 0.0%  20.7%
A4 48-4df 426 <amnle Emioty 26.7H 1334 30.0% 30.0%)  38.5% 0.0% 231K
I 473 4350 <amble Emity 24.2%  30.3% -31% 45.5K| 36.4% 13.8% 27.3%
D2 47-3 BE3T <amnle Emioty 2338 16.7%  37.5% 12.5% 27.5% 22.5% 7.5
D3 47-3d 5952 Samble Emity 8.3%  A1.TH 375N 12.5%| 35.5% 23.0%  23.0%
1 LY mamm [ N EXEELY e R TN a8 TH 17 a% m 3% a7 W;Cv
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= The Typing table displays the background-adjusted MFI data of
each allele (Figure 7.5).

NoTE: MFI data displayed in red indicates the bead count was less
than the user-specified event number set in the Parameter Setting
dialog box. A negative MFI value indicates the background value

is greater than the MFI.

8| s[O3l

- |Ee

Locus (3 1B

Beads-= 16124C [16126C [161284 |Andersor[16217C |16223T |16224C [Andersor|
Well Name Samole Kame Total Events hotes
F1 451 5162 Samnle Emoty 1 ERs 1 o 141 &1 123 303
F2 48-1 5288 Samule Emoty 1 # 1 12 142 &1 132 268
F3 48-1d 6305 Samale Emoty 1 8 1 o 130 85 1z 267
A1 heads anly new. 2253 Samnle Empty - - - - - = - -
B4 heads new Eii=rd Samnle Empty - - - - - - - -
(o3 headzold 1951 Samale Empty - - - = = = - -
B2 47-1 7E1S Satnele Empty S il 4 55 153 65 135 and
B3 47-1d B854 Satmole Embty S & 3 51 158 7 1a0 300
B 47-1 5519 Satmole Embty 4 il 4 58 187 75 185 307
%] 47-2 BE18 Samole Emnty a 2 1 2z 7S a i 208
2 47-2 5403 Samole Emnty 2z 2 2 2z 74 3 €39 192
Cc3 47-2d 5115 Samnle Emoty 1 2 2 2z LE) a3 67 195
&1 48-2 5122 Samule Emoty 0 El 1 1 0 a4 &0 187
G2 48-2 5135 Samale Emoty 1 4 ] § 59 a5 53 197
G3 45-2d 5012 Samale Empty o 1 1 z 48 B s1 191
E1 47-4 5063 Samale Empty ! 0 2 ! 1 1 1 1
A2 45-4 7017 Samale Empty 2 1 1 2 1 1 2 2
E2 47-4 3109 Samale Emoty 0 0 2 ! 1 o 1 -1
A3 454 741 Samale Emoty 0 1 1 2 3 1 2 2
E3 47-4d B4E2 Samole Emnty 2 1 2 1 2 o 1 2
Ad 48-4d 5426 Samole Emnty 1 1 2 2z 2 o 1 2
[0 475 4359 Samole Emnty 1 2 -1 g 3 1 2 2
02 47-3 6637 Samule Emoty 1 1 z 1 4 8 5 2
03 47-3d 6952 Samale Emoty 0 z ] 1 4 3 3 1
H1 48-3 6168 Samale Emoty z z 1 § z 1 4 2
H2 48-3 5242 Samale Empty ! 2 1 2 3 4 3 3
H3 45-3dl 4874 Samle Empty ! 2 1 2 4 1 3 1
£ >

Figure 7.5 Typing table
Background-adjusted MFI data

Bead Count View

In this view, the Typing table displays the number of events (beads) that
the Luminex® system counted for sample acquisition.

« To display the bead count view, click the & button.

= The Typing table displays the bead count data for each allele
(Figure 7.6).

NOTE: Data displayed in red indicates the bead count was less

than the user-specified event number set in the Parameter Setting
dialog box.

10. To view the MFI and percent relative intensity data, position the
mouse pointer over the table cell of interest.
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= A pop-up tool tip displays the MFI and percent relative
intensity for the allele.

B o[ ofEl [T =] = »|-| Bl

Locus 14 1B

Beads-> 16124 [16126C |161294 |Andersor|16217C [16223T |16224C | Andersor)
Well Name Samuole Mame: Total Events hotes
F1 45-1 5162 Samble Emity 110 86 182 100 88 BE "7 105
F2 45-1 =286 < amole: Ematy 124 34 143 a3 122 [ 133 19
F3 48-1d 5305 Sample Emuty 152 132 180 142 12 7 174 150
A1 hegds only new 2253 Saimile Empty. - - - - - - - -
B4 beads new 7TET Sample Emty - - - - - - - -
e |beacisol = Sample Emty = = = - - - - -
2 47.1 7515 < amole: Ematy 190 162 169 138 182 1 187 156
B3 4714 5594 Sample Emuty 150 138 191 122 137 a7 17z 128
B 47.1 5519 < amole Ematy 144 1a 147 100 103 78 141 14
o1 47.2 5515 e 178 163 201 156 102 5 154 126
2 47.2 5409 Ee = 150 140 169 143 111 1 148 9
= 47.20 5115 < amole: Ematy 216 132 204 192 135 30 183 140
o1 452 =122 = amnle Emity 137 14 134 107 i 51 132 82
52 46-2 =135 Ee = B 138 128 152 120 33 60 120 93
o3 45-201 2012 < amole: Ematy 124 105 133 1z 36 72 146 6z
1 474 =063 Er i Em 128 110 152 107 108 58 148 158
82 45-4 7017 < amole: Ematy 148 170 212 148 167 36 186 154
E2 47-4 3109 Sample Empty kil 81 &5 e i 2 54 82
53 45-9 5741 Ee = B 177 143 164 151 143 32 181 158
E3 47-400 462 < amole: Ematy 154 156 151 154 138 39 157 175
54 4540 5425 = amnle Emity 151 159 181 168 134 39 183 148
D1 47.3 4350 < amole Ematy 14 12 103 101 26 23 123 98
D2 473 5537 = amnle Emity 140 174 203 132 156 7 177 167
D3 4730 6552 Ee = B 178 185 213 182 169 39 HH 185
Hi 453 5185 < amole: Ematy 159 150 174 148 137 63 169 141
2 453 2242 = amnle Emity 150 133 127 180 125 56 183 128
Hz 45-301 4074 < amole Ematy 148 113 129 14 38 85 134 123
< >

Figure 7.6 Typing table
Bead count data

7.2

The Statistics Table

In the Project Manager, the Statistics table displays MFI, background-
adjusted MFI, and bead count data for user-specified samples in the
Typing table (Figure 7.7). If you select more than one sample, the Statistics
table also displays the standard deviation (SD) and coefficient of variation
(CV%).

1. Do one of the following to select a sample(s) in the Typing table:
Click the sample name.

To select adjacent samples (rows), click and hold the mouse while
you drag the mouse pointer over the sample names. Click the mouse
when the complete selection is highlighted. Alternatively, press and
hold the Shift key while you click the first and last sample name in
the selection.

To select nonadjacent samples, press and hold the Ctrl key while
you click the sample names.

MasterPlex GT  www.miraibio.com 7.7
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= The Statistics table displays the average MFI for the selected
samples, standard deviation (SD), and coefficient of variation
(CV%) of the MFI, background adjusted MFI, and bead count
data for the selected samples (Figure 7.7).

NOTE: The Statistics table is automatically updated when you
—™ select new samples in the Typing table.

_ |
0O samplel
Typing Takble
il Mutti Graph File tree
0 sample2
Typing Takble
il Mutlti Graph
MFI Adiusted MFI | Count |
Bead | Ave | 5O [ Cvx [4]
IC216311C 1) 1 15130.8%
. IC2 163194 1 1.0 200.0%
Project 1£2 163207 0 05 346.4%
Mana er IC2 Andersor 1] 1B 137.8% ot
g a1 —— Statistics table
ID 163627 1
141 734 q
141 736 115
142 934 0
142 936G 19
1B 1434 2
IIB 1434 146 2 0
IIB 146C 3 18 B01%
1B 146C 150 3 0B 18.2%
IIB 146C 152 30 48 15.9%—'
IIB 146C 153 0 1.0 400.0%
1B 1507 3 06 204%
IIB 1507 152 46/ 7.8 168%
IIB 151T 152 40/ 46 1.E%
IIB 152C 288 200 78%
L | [lIB Anderson 792 130% =

Figure 7.7 Project Manager includes the File tree and Statistics table
Statistics table displays MFI and count data for user-selected samples.
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7.3

Sorting Samples in the Typing Table

The Typing table displays the sample data (rows) in the order that the data
were collected in the Luminex® system. You can sort samples by sample
name (alpha-numeric sort) or by similarity to the expression level (MFI
data) of a user-specified sample.

Sorting by Sample Name

* To sort the Typing table by sample name, right-click the name that
you want to use for the reference, and select Sort by Sample =
Ascending (or Descending) from the shortcut menu that appears
(Figure 7.8).

| «[e E|[il =| 2| 4| | E @
Locus I
Bears-= 738 736G 934

Well Name Samnle Name Total Events Hotes

D& h16401 9 G000 Samule Emity.

F3 hi16401 11 5000 Samile Emoty

A h16401 & 6000 Samiale Emity

GE h16401 12 4545 Samile Emoty

o7 h16401 1 6000 Samiale Emity

F7 h16401 3 5000

Ga h16401 20 ane e

H7 W1E401 5 t By Expression

Ba h16401 7 z e

Ha 16401 13 Cluster Analysis (Genotype/Expression)

Ha hi6401 21

c7 16404 blank Open B Graph

il n16401 2 Open Scatter Plat

ca h16401 &

E8 h16401 10 Local Megative Cantrol

ca h16401 16

[t} h16401 17

Figure 7.8 Typing table
Sorting by sample name (alpha-numeric sort).

Sorting by Expression Level
1. Do either of the following to sort the Typing table by expression
level:

Right-click the sample name that you want to use as the reference
for the sort and click Sort By Expression Level in the shortcut menu
that appears (Figure 7.9).

Click the sample name that you want to use as the reference for the
sort, then click the Sort button £].

= The Typing table displays the reference sample in the first row
and sorts the remaining samples (rows) by similar expression
level in descending order.

MasterPlex GT  www.miraibio.com 7.9
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2| »|eJE [ =| mju| 4|-| E |

Locus 14 =]
Beads-= 16124C |1B126C 161294 |Andersor|[16217C (1622537

el Marme Samile Mame Total Everts Motes

F1 48-1 5162 Samble Emity 110 EL 132 100 a8 BB
F2 451 5286 Samnle Emnty 124 84 148 a1 122 33
F3 48-1d 5305 Samile Emity 152 182 1&0 14z 1z 7
A beads onlv new 2253 Sammile Emity - - - - - -
Ba heads new k=T Samuale Ematy - - - - - -
c4 beacdsold 951 Sarmnle Ematy - - - = - -
B2 471 7E15 Samnle Emoty 190 162 163 188 182 bl
B3 47-1d 5894 Samile Emity 150 138 191 128 137 a7
81 471 Samile Ematy 144 114 147 100 [LE] 76
1 47-2 oo Eemad o 173 183 201 156 102 T3
c2 47-2 150 tan 163 a3 1 X
oic] 47-2d Sart By Sample 4 218 182 204 192 1as a0
&1 452 Cluster Analysis (Genotype/Expression) 187 114 134 107 78 &1
G2 48-2 138 120 83 &0
G3 45-2d 124 1z 95 Tz
£t 47-4 Open Bar Graph 128 107 106 ]
2 Py Open Scatter Plob 148 1as | 167 a6
2 474 Local Negative Control ¥l T3 73 az
23 A5 177 151 143 az
E3 47-4d 154 152 13 88
A 45-4d E426 Sample Ematy 151 159 181 188 | 134 £
D1 47-3 4359 Samile Empty 1a 114 103 1ot 88 a3
D2 47-3 BB37 Samnle Emoty 140 174 203 182 158 7
03 47-3d 5952 Samule Emity 173 189 z18 15z 189 EE]
H1 48-3 6188 Samble Emoty 159 150 174 146 137 B3
H2 45-3 5242 Samnle Emnty 130 183 127 1801 125 33
H3 45-3d 4974 Samile Etmaty 143 113 123 nal 38 85
< >

Figure 7.9 Typing table
Sorting by expression level (MFI data).

2. To view the homology score for a sample, position the mouse
pointer over the sample name.

= A pop-up tool tip displays the sample name and homology
score.

Resetting the Sample Sort
To reset the Typing table sample rows to the default (the order in which
the data were collected in the Luminex® system), do either of the
following:

Click the Reset Sample Sort button 2.

Right-click a sample row and click Reset Sample Sorting in the

shortcut menu that appears.

= The Typing table displays the sample rows in the order that the
data were collected in the Luminex system.

7.10 MasterPlex GT  www.miraibio.com



CHAPTER 7
REsuLTs TABLES

74

Allele Call Table

The Allele Call table displays the alleles called for each sample (Figure 7.10).
In the Allele Call table you can:

view genotype or haplotype

sort samples by homology to a user-selected reference sample

view allele frequency, locus (group) frequency, or genotype fre-
quency

1. To view the Allele Call table, open the project of interest and do
one of the following:

click the I:!. button
right-click the Typing table and click Allele Call in the shortcut

menu that appears
select Function = Allele Call from the menu bar

= A separate window opens and displays the Allele Call table
(Figure 7.10).

The alleles are highlighted using the group or allele color (specified
in the Parameter Setting dialog box, see Group and Allele Color on
page 6.8).
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] Allele Call - Sample2 (Sample2.qtp)
ec == || [z~ x|
Alete Cal | Alele Fremiency | Genotype Freauency | Haplotype Frecuency |
| A |18 |1c1 |1c2 |1 |ma1 [1az [me e [0 & Allele
© [F1]48-1 '_|7 16126C___ Anderson 1
" [F2]48-1 v 1s126C Anderson names
~ [F3l48-1d [¥ 16126 Anderson
 [A1] beads only new
 [B4]beads new
~ [C4]beadsold
" [B2]47-1 [V anderson  Anderson
"~ [B3]47-1d [ | Anderson  Andersan
~ [B1]47-1 ¥ anderson | 18217€
Anderson
~[C1147-2 ——— anders
(&3] < Anderson | Anderson IEE o | > _Samp|e C1
~[C2]47-2 |- Anderson  Anderson | 16311C 163627 haplotype
16311C 163207
~ [C3147-2d 4 Anderson  Anderson (T16311C 1e362T
16311C 1632
~ [G1]48-2 cd Anderson | 16204T | Anderson Le362T
~ [62]48-2 v Anderson | 16294T Andersan 163621
 [G3] 48-2d v Anderson | 16294T | Anderson 163627
~IEL]47-4 Icd tosC  Eeae
~ [A2]48-4 ica i9sC | EESE
~[E2]47-4 ic2 ig9sc  EESE
~[A3148-4 ~ 195C
 [E3]47-4d ica t9sC  BESE
™ [A4] 48-4d I issc B v
< >
L 1
Sample name column Allele names displayed vertically

Figure 7.10 Allele Call table
Genotype call displayed vertically.

2. Ifyou want to display multiple allele calls horizontally, click the
button.

= The allele names are displayed side-by-side (Figure 7.11).

B Allele Call - Sample2 (Sample2.gtp)

[ | g = x
el el | alele Freguency | Genotype Frecuency | Haplotype Froauency |
[1a [18 [1c1 [1c2 [0 [ua1 [mez [me a
LG [7 161260 Anderson
T [R2l4E ¥ 161260 Anderson
~IRle-1d ¥ 161260 Anderson
© [ALl]beads only new
7 [B4Tbeads new
T [C4] beadsold
“mere ¥ andersan sncersen | __—— Allele names
C [B3]47-1d [V anderson  Anderson .
T BI471 ¥ anderson | {6217, Anderson d|SP|ayed
CICi 47z > - Anderson Anderson 163627 horizoma"y
C Izl 4Tz I anderson Anderson | 163L1C, 16311C 163207 | 163627
[ ST I Anderson Anderson | 16311C,16311C 163207 | 163621
"Il 452 I anderson 16241 Anderson 163627
(S v Anderson 162847 Anderson 183621
" [Ga] 45-2d I anderson 162341 anderson 163627
T4 I
(A2l 454 e
FIEzTaTE I
~[A3] 484 I
T [E3]47-ad v
T [Ad] 48-4d Ic2
~IDLI473 Ic2 734 936 Andersen
 [D2147-3 (cam— 7aA 936 Anderson |
< >

Figure 7.11 Allele Call table
Genotype call displayed horizontally.
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3. To copy the current view of the Allele Call table, right-click the
table and select Copy Table as Text or Copy Table as Text (With-
out Quotations) from the shortcut menu that appears.
= The table information is copied to the system clipboard.

4. 'To print the current view of the Allele Call table, right-click the
table and select Print Allele Call Table from the shortcut menu that
appears.

5. Click the Close button 2 to close the Allele Call table.

Merging Wells

Sometimes an assay format stipulates the same sample in several different
wells and probes each well with a different bead set. In the Allele Call
table, you can merge the different wells and view the complete genotype
results across all wells for the sample (Figure 7.12).
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Allele Call IAIIe\e Freguency 1 Genotype Freguency 1 Haplatype Frequency I

[1a B [1c1 [1c2 1o [ma1 [11az s mc b~
© [F1] 48-1 [¥ 16126C  Anderson =
"~ [F2]48-1 [¥ 16126 | Anderson
"~ [F3] 48-1d [V 16126C | anderson
 [A1] beads only new
~ [B4] beads new
~ [C4] beadsold
"~ [B2]47-1 [V anderson | anderson
"~ [B3]47-1d [¥ | anderson | Andersan
"~ [B1]47-1 [V anderson | 182178

Anderson

© [C1]47-2 v - Anderson | Anderson | 16311C 163827

16311C 163207
"~ [c2147-2 V|- Anderson | Anderson | 16311C 163627

16311C 163207
"~ [C3]47-2d v |- Anderson | Anderson | 16311C 163627

16311C 163207
~ [G1] 48-2 v |- Anderson | 162947 | Anderson 163627
"~ [G2] 48-2 v |- Anderson | 162947 | Anderson 163627
~ [G3] 48-2d v |- Anderson | 162947 | Anderson 163627
 [EL] 47-4 v . B 195¢ EEEG
~ [AZ] 48-4 Ic. B 1o5¢ EEEE
" [E2] 47-4 v . B 195¢ EEEG
~ [A3] 48-4 Icd 1o5¢ EEEE
 [E3]47-4d v . B fos¢ EESE ~
0| () >

E1 Allele Call - Sample2

E3

ple2.gtp)

[ % [mlE]~  xJ

Allele Call ]Allela Freguency 1 Genotype Freguency I Haplotype Fregquency ]

[1 [18 [1c1 [1c2 o [ua1 [naz [ms [e [0 |
 [A1]beads only new
= [1]47- M [v anderson |16217C  Anderson | 16311C 163627 (734  93G  Anderson | 195C 263G
Anderson 16311C 163207
© L2148 M [V |16126C  Anderson | 16294T | Anderson 163627 736 93A 152 1950 263G
CBl47-M [v anderson | Anderson | Anderson | 16311C 16362T (734 |93G  Anderson | 195C 263G
16311C 163207
© [4148-_M [¥ |i6126c  Anderson | 16284T | Anderson 163627 736 934 152C 1950 263G
"~ [5]47d M [¥  |anderson |Anderson |Anderson |16311C 163627 (734 93G  Anderson | 195C 263G
16311C 163207
"~ [6]48-d_M [V |16126C  Anderson | 16294T | Anderson 163627 736 93A 152 1950 263G
"~ [B4] beads new
i~ [C4] beadsold

Figure 7.12 Allele Call table, before a well merge (top) and after a well merge

(bottom)

1. In the Allele Call table, click the Open Well Merge button .
= The Well Merge dialog box appears (Figure 7.13).
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Well Merge @@]E\

G#| Pos | Sample Name
statwell  ERIEE S 1 Bl 471 Color and group
e _ ¢l 472 number (G#) indicate
= D1 473 the wells that will be
Mum of Well to Merge E1 474 merged in the Allele
= 2 71 s Call table.
* G1 482
H1 48-3
Iv Maximum Num of el Merge A2 48-4
3 B2 471
¥ lgnare Background 7 472
D2 473
E2 474
4 F2 4841
GZ 482
HZ 48-3
A3 484
5 B3 47-1d
C3 47-2d
D3 47-3d
E3 47-4d
B F3 48-1d
G3  48-2d
H3  48-3d
A4 48-4d

Figure 7.13 Well Merge dialog box

w

s

In the Start Well drop-down list, select the first well for the merge.

In the Step box, enter the total number of wells to include in the

merge.

= The group number, well position, and sample names included in
the merge are updated (Figure 7.13).

Choose the Maximum Num of Well Merge option to create the

maximum number of groups using the step number (entered in step

3).

Choose the Ignore Background option to omit background wells
from the merge.

Lﬁﬁ_

>

N

NOTE: If the Background Hidden option is enabled, the Ignore
Background option is not available.

Click OK.
= The wells are merged in the Allele Call table (Figure 7.12).
To toggle the Allele Call table between the pre- and post-merge

views, click the Toggle Normal/Merged Well button |T1.
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Allele Call Table Viewing Options

Selecting a Reference Sample

You can specify a reference sample in the Allele Call table. Two viewing
options are available: you can paint (highlight) the alleles that are called
the same as the reference sample, or you can paint the alleles that are
called different from the reference sample.

1. In the Allele Call table, make sure the Reference Sample Selection
radio buttons are displayed (Figure 7.14). If the radio buttons are not

displayed, click the @ button to display them.

Sample 6 selected for the reference

Allele Call - 5ampleSmall (SampleSmall.gtp)
s mlal— x|
Allele Fregquency ] Genotype Freguency 1 Haplotype Freguency 1
[snp1 [swpz [swp3 [swp4 [snes [snee [sne7 [snes [snpa [sneio
* [G1]6 [V wbet wbwtwbwtwbwb wbwk wbwk  whbwb whwt wbwk bt
"~ [H1]7 [v¥ whywk wbwkwhpwt wbwk wbpab wbwk abpat wbiwt whawk b wt
~ [B2]9 [ whwWE Wbt wkpwbwE mE  wbpab bk wbaat kb wkamk b, wt
~ [a2]8 [ whywk b wt whwt wbwt wbwk wb sk wbwk b wt wkwt wkwk
~ [F115 [v whywk wbwb wkwb wbwb ek wk wbwk wbpak wbwt wkwt wlkwk
~ [B1]1 [ L o T L T o L T o T Y T Y T U T N
~ [B3] 10 [ whywk b wt whwtwhmE  wkwk wb sk wbwk b wt wkwt wkwk
"~ [E1]4 [v¥ whywk wbwk whpwt wbwk mbmb mEmE wbpat wbwt whawk ket
~Ic1]2 [ whwWE b, mE whpwb  wbmE ket bk wbaat kb wk b wkwt
~ [p1]3 [ weywkwb e omEmt wemE  mEmE  omb ik wkwk wbwt wkwt wkwk
~ [Al] no dna
< >

Figure 7.14 Allele Call table
Alleles called different from the reference (sample 6) are painted.

2. Click the radio button next to the sample you want to use as the
reference.
= Alleles that are called different from the reference are painted
using the group or allele color, depending on what is selected in
the Parameter Setting dialog box. (See Group and Allele Color on
page 6.8).
3. To toggle the view and paint the alleles that are called the same as
the reference, click the #I button (Figure 7.15).
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21 Allele Call - SampleSmall (SampleSmall.gtp)

Allele Call lAIIeIe Frequency ] Genatype Frequency ] Haplotype Frequency ]

|svp1 [swpz [snes [swpa [swes [snpe [swe7 [snes [swea [sweio |
~[G1]6 [¥ WEE Wb E ket WEWE Wb Wb wbet Wbl WEWE  wk et E E
® [H1]7 F_“_ Wi WE  whwk e E  wE e wbwk Wb wE  EWE  wk W wE E |
~ [B2]9 [v EE Wb E bt REmE Wk b wbet Wbl WEWE ekt e
"~ [a2]8 [v WE,WE | WEWE | wbwt | WEWE  whE  wbwt | WEWE  RERE | wewt |k RE
~[F1]15 [v E,WE | WEWE | wbwt | WEWE  whE wbwt  WEWE  RERE | whwt |k RE
~ [B1]1 [V W WE | WEWE wbwt  WEBE WEWE | whwt | WEWE | WERE | whwb | WERE
© [B3]10 [¥ EWE | WEWE wbwt  WE b WEWE | whwt | WEWE | WERE | whwb | WERE
~ [E1]4 [¥ @ WE | WEWE whwt | WEEE mbmb mbmt o WERE | WEEE | whwt | W
r iz [v .,. wEymbwkwkwE e Wk wkwt Wk e e WE  wk Wk
~[D1]3 [v l. Wkt mE,mt W mE mEmE mEmb ek e e WE  wEwE i E
 [A1]no dna

Figure 7.15 Allele Call table
Alleles called the same as sample 6 (user-selected reference) are painted.

4. 'To indicate samples that have fewer alleles called at a locus than the

reference sample, click the == button.

= The Allele Call table displays ‘---’ for samples that have fewer
alleles called at a locus than the reference sample (Figure 7.16).

&1 Allele Call - Samplel (Samplel.gtp). :I@fil
oo 8] o] [m 5] %]
Allele: Call } Alele Frecuency | Genotype Frequency | Haplotype Frequency |
[ o J1a (1 [1c1 [1cz 10 [mB [mc [mo [~
Reference —= [D71h16401 1 '_!7 162237 | 16292T{16295T  16311C 163621
sample ~ [F71h164013 [ 162237 16292T{16295T  16311C 163627
"~ [69] h16401 20 [ 162237 | 16292T{16295T  16311C
~ [G8]h16401 12 [v 162237 16311C 163627
163194
FHoThiea0121  |v 162237 16311C/163207
 [H8]h16401 13 [ 162237 16311C 16362C
16311C/163207
"~ [D8]h164019 v 162237 | 162947 16311¢ 163627
~ [E7]h16401 2 [ 162237 © Andersan 163627
~ [C71h16401 blank
[ [C8ThiG4018 |V 162237 @ Anderson 163627
Samples " [aslhiean16 | 162297 | 163MC 16311C 163627
with fewer ~ [B7]1h16401 blank
7 [A4]h16236 blank v
calledalleles
than the
reference

Figure 7.16 Allele Call table

Samples that have fewer alleles called at a locus than the reference sample
display “---'.
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Sorting Samples by Expression Level

You

can sort samples in the Allele Call table by expression level (MFI

data).

1.

7.18

In the sample column of the Allele Call table, right-click the sam-
ple you want to use as the reference sample for the sort and click
Sort By Expression Level in the shortcut menu that appears (Figure
7.17).

= The Allele Call table displays the reference sample in the top
row and sorts the remaining samples by expression level in
descending order (top to bottom).

After the sort, allele calls different from the reference sample are

ainted (highlighted) with the group or allele color (Figure 7.17).
FThese colors are specified in the Parameter Setting dialog box, see
page 6.8). Allele calls that are the same as the reference sample are
not painted.
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&1 Allele Cal

x| % [m[Ef~ %]

Allele Call I Allle Frequency | Genctype Frequency | Hapiotype Frequency |

[1a 1B [ie1 = [m  Jua1 |maz [us
" [F1]48-1 [+ 161z6C  Andersen =
" [F2] 48-1 ¥ 15126 Andersen -
"~ [F3]48-1d [* 16176 anderson E
~ [A1] beads only new
[~ [B4]beadsnew |
~ [C4] beadsold
 [B2]47-1 [v  anderson  Anderson -
" [B3]47-1d [+ anderson  Anderson - 4
"~ [B1]47-1 [+ anderson  [B2IFC Anderson -
* [C1]47-2 [ Anderson Anderson | 16311C,16311C 163207 163627
~C2zI% anderson | 16311C,16311C 163207 | 16362T
 [C3]47 Anderson | 16311C,16311C 163207 | 16362T
" IGI14E  copy Table As Text 162947 | Andersan,— 183627
™ [G2]4€  Copy Table As Text (Without Quatations) 162047 | Anderson,— 163627
CIGEIE el call Table 162947 | Anderson,— 163627
~[E1147 . =
© [Az]48-4 Ica
"~ [E2]47-4 Ica
"~ [A3]48-4 Ica
"~ [E3]47-4d Ica
~ [A4]48-4d Ica
- [D1]47-3 Ic3 936 Anderson
~ [D2]47-3 Ica 936 Anderson
ee i} >

v

Allgle Call }Auele Fregueng

Genotype Frequency | Haplotype Freuency |

1A [18 [1c1 [1c2 [0 [mai [usz [me ~
 [C1]47-2 v Anderson Anderson  16311C,16311C 163207 163627 =
©[C2]47-2 v Anderson Anderson  16311C,16311C 16320T | 163627
© [C3]47-2d v Anderson Anderson 16311, 16311C 163207 | 163627
© [G1]48-2 v Andsrson 16294 Anderson, - 163621
~ [G2]48-2 [ Anderson 16294T  Anderson,--- 163627
" [G3]48-2d v Anderson 162347 Anderson, — 163627
~ [B2]47-1 [¥ | anderson | Anderson
"~ [B3]47-1d [ anderson | Anderson - B
 [F3]48-1d [¥ |161z6c | Anderson - B
© [B1]47-1 [¥  Anderson | DBEIFE,Anderson |- R
~ [F1]48-1 ¥ 16126C | Anderson B i
© [F2]48-1 [ |16126C | Anderson = == R
 [A1] beads only new
©[Hi]48-3 2 B = ] 736 93 152C
~ [H3]48-3d 2 B = ] 736 93 1seC
© [H2]48-3 2 B = ] 736 93A  1s2C
© [D2]47-3 2 B = ] 734 936G Anderson
 [D3]47-3d 2 B = ] 734 936G Anderson
~ [D1]47-3 [v B = - 734 936 Anderson
~ [C4] beadsold
[E2]474 v 1 = 7]
[ELT47-4 2 ] = ]
© [AZ]48-4 £ 1 = == ] 2
0 i) 3

Figure 7.17 Allele Call table sorted by expression

Choose a reference sample (top). After the sort, the reference sample
appeatrs in the stop row and allele calls are sorted in descending order of
expression; calls that differ from the reference are painted (bottom).
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2. To toggle the view and paint (highlight) the allele calls that are the

same as the reference sample, click the AT button.

= Allele calls that are the same as the reference sample are painted
with the group or allele color (specified in the Parameter
Setting dialog box, see Group and Allele Color on page 6.8).
Allele calls that are different from the reference sample are not
painted (Figure 7.18).

mple2 (Sample2.gtp)
x|
Alels Call } Allees Frecuency | Genotype Frecuency | Hapiotype Frequency |
1 [18 [1c1 [icz [0 [oa1 [oaz [me -
@ [C1]47-2 [+ Anderson Anderson _ 16311C,16311C 163207 | 163621
©[C2]47-2 v Andersan Anderson | 16311C,16311C 163207 | 163627
© [C3]47-2d [ Anderson Anderson  16311C,16311C 163207 | 163827
© [G1]48-2 v Andersan 162947 Andersan,--- 163627
© [G2] 48-2 v Andersan 162947 Andersan,-- 163627
 [G3]48-2d v Bnderson 162947 Anderson, 163627 Referencé
© [B2]47-1 [¥  Anderson | Afidersen
" [B3]47-1d I anderson | BRdersen
© [F3]48-1d [¥  1s126c | Andersen
" [B1]47-1 [ anderson | 16217C Bridersen | —
© [F1]48-1 [¥ 1s126c | Andersen
© [F2] 48-1 Iv  1s126C | Anderse
 [Al]beads only new
© [H1]148-3 Ic 736 934 152C
© [H3]48-3d Icd 736 934 152
© [H2]48-3 Ic 73 934 152C
© [D2147-3 Icd 736 936 Anderson
~ [D3]47-3d Ic 738 936 Anderson
© [D1147-3 Icd 736 93G  Anderson
 [C4] beadsold
21474 Icd
[ElT474 Ic
© [A2]48-4 Icd =)
< ¥

Figure 7.18 Allele Call table

Allele calls sorted by expression level. Allele calls the same as the reference
are painted.

Allele Frequency
The allele frequency for a sample is:

Number of a particular allele call/Total number of allele calls in
the sample

1. To view allele frequency, click the Allele Frequency tab in the Allele
Call table (Figure 7.19).

2. 'To copy the allele frequency information, right-click the table and
click Copy Table as Text from the shortcut menu that appears.

= The table information is copied to the system clipboard.
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Allele Call  Allele Freguency 1 Genotype Frequency I Haplatype Frequency ]

- Sample2 (Sample2.gtp)

L | [ 5[~

x|

Locus

Allele

Frequency |% | S

Ia

16124C

h.0m]

16126C

161294

Anderson

1B

16217C

16223T

16224C

Anderson

16292T 16295T

16294T

16294T 16296T

16294T 16296T 16304C

16298C

16304C

Anderson

Icz

16309G

16311C

a
3
a
3
1
a
a

r

w o wo oloowo

50.00%
0.00%
50.00%
7.659%
0.00%
0.00%
92.51%
0.00%
50.00%
0.00%
0.00%
0.00%
0.00%
50.00%
0.00%
33.33% b

Figure 7.19 Allele Call table, Allele Frequency tab

Genotype Frequency

The Genotype Frequency tab (Figure 7.20) displays the frequency and

percentage for each allele or combination of alleles called at each locus
(group).
1.

To view the genotype frequency information, click the Genotype

Frequency tab.

To copy the genotype frequency information, right-click the table
and click Copy Table as Text from the shortcut menu that appears.

= The table information is copied to the system clipboard.
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E1 Allele Call - Sample2 (Sample2.gtp)

- B

|| [ 2= x|
Allele Call I Allele Frequency —Genotype Freguency 1 Haplatype Frequency ]
Locus | Genotype Frequency |% | S
1A Anderson 3 50.00%)] =
16126C 3 50.00%
B Anderson 11 91.67%
16217C,Anderson 1 8.33%
s} Anderson 3| 50.00%
16294T 3 50.00%
Icz 16311C,16311C 163207 3 50.00%
Anderson 3| 50.00%
I 16362T 6 100.00%
1Al | 736 3 50.00%
738 3 50.00%
Az a3a 3 50.00%
936 3 50.00%
il 152C 3 50.00%
Anderson 3| 50.00%
nc 195C 12| 100.00%
jilr] 263G 12| 100.00% b

Figure 7.20 Allele Call table, Genotype Frequency tab

Haplotype Frequency

The haplotype frequency tab (Figure 7.21) displays the frequency and

percentage for the genotypes that were called.

1. To view the haplotype frequency information, click the Haplotype
Frequency tab.

2. 'To copy the haplotype frequency information, right-click the table
and click Copy Table as Text from the shortcut menu that appears.

= The table information is copied to the system clipboard.

&1 Allele Call - Sample2 (Sample2.qgtp)

I AT 1 R

ez Call | Alisle Frequency | Genotype Frequency  Haniotype Freouency ]

T |m [1c1 [1c2 [0 [mar [maz |ms e [mp  [Frequency o
finderson Anderson_ 18110, 16511C 165o0T_ l6aeaT 5 _iz.a0w]
Anderson 162947 Anderson 1e362T 3 12.50%
finderson | Bfgeree 2 masn
16126C Anderson 3 12.50%
finderson | 16217, BREEISER 1 417%
7a6 e 1520 1950 2636 3 12.50%
7393 Anderson 195C 263G 3 12.50%
1950 | 263G 6 25.00%

Figure 7.21 Allele Call table, Haplotype Frequency tab
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75

Homology Table and Chart

The MasterPlex™ GT software computes a homology score for each pair
of samples in the Typing table. It applies a least squares analysis to the
expression level of the alleles (MFI data) for each sample pair. The
Homology table displays the homology scores for the sample pairs (Figure
7.22) and the Homology chart plots the data in 3-dimensional space (Figure

7.23).

1.

To view the Homology table, click the .'-; button.

= A separate window opens and displays the Homology table

(Figure 7.22).

In the Homology table, the scores are colored: white (no homolo
= 0), blue (perfect homology = 1), and shades of red (a darker shade

represents a larger homology score).

Homology Plot - Sample?
[Hatnology T bl | Homology Chart |

(=1

| B1| B3| B2 Fa[ Fa[ F1[ G3| G2 G1| [o]| cz[ ci] ~
47| 4714 47-1 461 481d] 48] sazd|  as2] 4s2]  azzd|  ave|  avz]
B1 471 091736 090337 090334 0.45800 0.46368 040198 033525 0.32237 0.30469
B3 4714 [A-oooog 092432 082521 092197 0.43930 049163 042308 035350 0.33765 0.32105
B2 471 051915 052345 092083 050343 049405 042395 035439 0330974 032167
F2 451| 031736 092432 0.9181 0.46246 (0.45813 0.33433 032334 030957 0.29340
F3 481d| D.30337 0.92521 092345 049154 048381 041243 033920 032233 030674
F1 45-1| 090334 0.92197  0.92083 48231 047537 0.40571 0.33093 0.31525 0.29921
G3 482d| D4EB00 043930 0650343 046245 043154 048291 065208 0.65064 0.65860
Gz 482| 046368 0.49163 0.49405 045813 048361 047537 067715 067667 0.68589
G1 482| 040138 047308 0.42395 033432 041243 040571 067401 067845 (0.63033
c3 47-2d| 0.33525 035350 035439 032394 (033920 033092 0.65208 D.E771 | 039635
c2 47-2| 032237 033786 0.33874 030957 032233 031525 065084 067667 0.67845 | 033801
cl 472| 030469 032105 0.32167 029340 030674 023321 065660 066569 0.69033 [A-o0000
c4 beadsold| 0.04798 0.05110) 0.04988 0.04081 004075 003716 0.05143 0.05915 005343 0.06719 0.06337 0.06178]
B4 beads new| 0.02620) 0.02800 0.02531 002017 002071 001663 0.05213 0.05246 0.04752 0.03924 0.03608 003488

H1 483 0.01477 001380 0.01324 001456 001303 001302 0.02707 0.02891 0.02920| 0.03335 0.03421 003404 o
< >

Figure 7.22 Homology table

To copy the Homology table, right-click the table and select Copy

Table As Text from the shortcut menu that appears.

To view the Homology chart, click the Homology Chart tab.

= The window displays the Homology chart (Figure 7.23).
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Figure 7.23 Homology chart

4. To view information about a point in the chart, position the mouse
pointer over the point.
= A pop-up tool tip displays the sample names and homology

score.

5. To change the 3-dimensional view of the chart, click and hold the
mouse while you drag the pointer. To reset the view, right-click the
chart and click Reset 3D View from the shortcut menu that
appears.

6. To copy the Homology chart, right-click the chart and select Copy
As a Bitmap or Copy As Windows Meta Format from the shortcut
menu that appears.

7. To add the Homology chart to a report, right-click the chart and
select Add To Report from the shortcut menu that appears.
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7.6

Viewing Graphs for Selected Samples

You can select samples in the Typing table and view the data in the Multi
Compare bar graph, Depth bar graph, or Sample scatter plot. (See Graphs

on page 8.1 for more information.)

Multi Compare and Depth Bar Graph

The Multi Compare bar graph displays background adjusted MFI (Figure
7.24). The graphs for the selected samples are tiled horizontally to help you
compare samples and distinguish differences.

The Depth bar graph plots the background adjusted MFT or RI for all
selected samples in one bar graph (Figure 7.25). (See page 8.6 and page 8.8
for more information about the Multi Compare and Depth bar graphs.)

1. Do one of the following to select samples in the Typing table for
the graphs:
To select adjacent samples (columns), click and hold the mouse
while you draithe mouse pointer over the sample names (column
headers). Click the mouse when you complete the selection. Alter-

natively, press and hold the Shift key while you click the first and
last sample name in the selection.

To select nonadjacent samples, press and hold the Ctrl key while
you click the sample names.

2. Right-click a selected sample name and select Open Bar Graph
from the shortcut menu that appears.

= The Multi Graph view appears (Figure 7.24).

3. Click the Multi Compare tab to view a separate bar graph of MFI
or RI data for each selected sample (Figure 7.24).

4. Click the Depth tab to display the Depth bar graph (Figure 7.25).

5. To return to the Typing table for the active results, click the
button.
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Adjusted MFI of h16236 5 (H4)

: ‘
Bl e o R = s
IC1 162947 IC2 163194 IB 146C I8 152C IC193C

MFI - B;

|
7.

Adjusted MF of 16236 14 (A5)

[ i -
ades s TN gy o a0 i 2y p P i,
734 IA1E126C 1162847 KC2163154  IB146C I1B152C IC199C

Adjusted MF of 16236 B (AS)

is] S
£ g losaa Py 1’.‘/ P TP A
I' 734 14 161260 IC1 162947 IC2 163194 IB146C 1B 152C IIC 199C

Adjusted MF| of h16401 & (C3)

- A [ | P
= ././4—//:] !‘

' 738 18 161260 IC1 162941 IC2 163194 B 146C 1B 152C NC199C

Figure 7.24 Multi Compare bar graphs (four samples)

Samplel

I' 734 14161294 IC116294T IC2163194 B 146C IB152C D 2634

Figure 7.25 Depth bar graph (for the four samples in Figure 7.15)
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Sample by Sample Scatter Graph

The Sample by Sample scatter graph plots the background adjusted MFI
for two user-selected samples. Each point in the graph represents an allele.
(For more information, see Sample by Sample Scatter Graph on page 8.19.)

1. Right-click a sample you want to plot in the scatter graph, and
select Sort by Expression from the shortcut menu.

= This places the selected sample in the left column of the Typing
table and sorts the Typing table by expression level.

2. Right-click the second sample for the scatter plot and select Open
Scatter Plot from the shortcut menu.

= The Sample scatter graph is displayed (Figure 7.26).

R2 = 0.89951586

14001 : = e :
o R e
S A S
e o o - . o :’
el & I R s
a : : : ! ! ! :

g H0p-co---o- S i S R e A '
o, " ' ' i I ' ' i
£ Ag s s i o 4 B e i
= A : : : : : : :
= umib- 2o oo el Eeofiioll Lo o Eelilioll P P e
= i i . . i i . .
z ! : ! : ! : !
§ i i s e e r . L . i :’
so0d - - Botoooh0h0 Pootbon00 Potbonong B Potoooh0h0 Poctbon00 s

. : : : | : : :
SOl e e
S e S S
T
e

0 : : : : . . :

0 200 400 BO0 a00 1000 1200 1400

Adjusted MFI of 1(B1)

Figure 7.26 Sample scatter graph

Multi Graph view in Two Sample Mode (only the top sample in the
Sample Name list and one other user-selected sample can be
displayed in the Multi Graph view). To exit this mode when you
are done viewing the Sample by Sample scatter graph, click the

Qﬁ button.

q} NOTE: Opening the Sample by Sample scatter graph puts the
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The MasterPlex™ GT software can plot the MFI data in the following

graphical formats:

Multi Compare bar graph

Depth bar graph

Sample by Sample scatter plot
Allele by Allele scatter plot

Heat map

This chapter explains how to work in the Multi Graph view.

8.1

The Multi Graph View
To display the Multi Graph view for:

the active results, click the il button

a particular project in the Project Manager, click Multi Graph
under the file of interest in the file tree Figure 8.1

D) Samplet
Typing
Al Multi Gr
[ Sample2
Typing
il Multi Gre
D) SampleB

Takle
aph

Table
aph

Typing

Typing
-l Multi Gre

PR iult Groph

D) SampleSmall

Table

Tab\

aph

DY5199C
DY51931
DY5331C
DY53316G

SRY-15326

SRY-3225C
SRY-3225T

1931857 96.3%
2162438 115.1%
144 164.0 114.1%
228257.9 113.2%
24 224 8%
247 2795 113.4%
E7 35 103.6%
B 202 333%
100 774 77.2%
144 1541 107.2%
37 03 84x
7 B4 98.5%
a0 91.8 114.7%
286,326.3 114.0%
B6 BBE 107.0%

1411601 106.5% =

Figure 8.1

File tree

Statistics table

Project Manager
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In the Multi Graph view (Figure 8.2), the sample list displays the samples
in the active results. The project manager displays MFI and count data
for samples that are highlighted in the sample list.

The Multi Graph view displays each type of graph in a separate tab.
Table 8.1 provides a brief summary of each graph type.

Pos_| Sample Name IEH Muiti Compare: } T3 Deplhl %: Threshold Eding | E Sample by Sample | EE Allelet 4| >
ET
57 bmdd 3c | — Aduste MF of bm33 1a (B1) €/ T
A2 bmdd b [ 172
0 bm33 b o 50 oy
D1 bm33le g 400 b 375
2 i 770
HT bmdd 3ah 20 ostan
. = 200
B 100 [Dvs3a1]
C3 cm33Ec = c 1
A3 cm39Ba 0 lem | G . 3 G 01
H2  wim32 5c 92R7 Amel  DYS391 SRY#465 SRY-3225  Tat | L1 |
B3 em336b ) o
D2 emd db Ad]u’s:id V\CAF\ of wim32 5a (F2) T
C2 cmd7 4a 500 == : $ ;2;
E2 cmd7 de = : el
G1 om5 26 g 400 o | % 7w
= L fo oo i 03
Eil a E Sy (o, T [Ors198 ]
o5 2b ol EHIVE § . E L e
= il 1 1 5 Lt T 4%
= 100 Fl L i [T
C 452
0 i Fm, 5 L‘ L E . i G 17,
9R7 Amel  DYS331 SRY+455 SRY-3225  Tat [
Amusteu MFlofonss2a (F1) &
[62R7 |
C
500
g [:w] 347
2 400 x 415
2 ¥ 273
g = [Drs199]
= 200 L B B - c 4
L 100 t N - L | l L [Dvsam]4ﬂ5
ol | b g h‘ 1 l L' ' . G 123
e S R a1
-4 3
I —

Sample list Heat map

Figure 8.2 Multi Graph view
Heat map and Multi Compare bar graphs for three user-selected samples.
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Table 8.1 MasterPlex™ GT graphs

Graph Type

Multi Compare Graph
(Figure 8.2)

Depth Graph
(Figure 8.7)

Sample by Sample
Scatter Graph

(Figure 8.15)

Allele by Allele Scatter
Graph

(Figure 8.17)

Heat Map
(Figure 8.3)

Displays a...

Bar graph of background-adjusted median
fluorescence intensity (MFI) or relative intensity
(RI) values for each user-selected sample.

Composite bar graph of background adjusted MFI
or Rl data for all user-selected samples.

Scatter plot of background adjusted MFI data for
a user-selected pair of samples. Each point
represents an allele.

Scatter plot of background adjusted MF| data for
user-selected pairs of alleles. Each point
represents a sample.

Color-coded representation of the MFI data for
each sample.

Sorting Samples by Expression Level

In the Multi Graph view, you can sort the sample list by expression level
(MFI data). This is useful for comparing and choosing samples for the

graphs.

1. In the sample list Figure 8.2, right-click the sample you want to use
as the reference for the sort.

2. Click Sort By Expression in the shortcut menu that appears.

= The user-selected sample is displayed at the top of the sample
list, and the remaining samples are sorted by similar expression
level (descending order).

Resetting the Sort

To reset the sample list to the default sort (the order that the data were
collected by the Luminex® system), right-click the sample list and click
Reset Sample Sorting from the shortcut menu that appears.

* This also resets the sample sort in the Typing table.
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8.2
Heat Map

The Heat map is a color-coded representation of background-adjusted
MEFI data for each sample. The color range from black (low) to red
(high) represents the allele expression level. The Heat map provides a
convenient way to quickly compare the expression level of the alleles in a
single sample as well as the expression level of a single allele across
multiple samples.

The map rows organize the alleles (from left to right) in the same order
as the Statistics table (from top to bottom) (Figure 8.3). A map represents
one sample and shows the expression level of each allele in the sample.
Each column in the map represents one allele and shows the expression
level for that allele across all of the samples.

5 1 |@|(@ B[= M| B[x|mW e
Samplel
Typing Table Pos | Sonplione | — -
2l Multi Graph A1 nodna
[h samplez
Typing Table
Al Multi Graph 3
[0 SampleBase 4
Typing Table il
' G1 6 \
Al Multi Graph e LN :
0 SampleSmall SNP3 wt-MFI:953
Typing Takl Salle (91.5%) | |
e B2 9 ]
MFI Adusted MFI | Count | | Heat map
Bead | Ave | SD | v |
SNP1 wt 514 00 0.0% ——————o—o— SNP1wt
SNP1 mt 56 00 00%
SNPZ wit 732
SNPZ mt 661 0.
SNP3 wt 3|89 00 00%
SNP3 mt 76 00 00%
SNP4 wt 454 00 00%
SNP4 mt 84 00 00%
SNPS wt 39 00 00%
SNPS mt 45 00 00%
SNPE wt 522/ 00 00% Statistics table
SNPE mt 78 00 00%
SNF7 wt 877 00 00%
SNP7 mt 60 00 00%
SNPS wt 577 00 00%
SNPE mt 49 00 00%
SNPS wt 385 00 00%
SNPI mt 83 00 00%
SNP1Dwt | 653 00 00%
SNP10 mt 91 00 00% SNP10 mt

Figure 8.3 Heat map
Alleles from left to right.
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1. To show or hide the Heat map, click the B coolbar button.
To view allele MFI data, position the mouse pointer over the allele
of interest in the Heat map.
= A pop-up tool tip shows the allele name, background-adjusted
MEFI data, and relative intensity data Figure 8.3.

3. To change the width of the bars in the map, open the Applications
Options dialog box (select Option Set —Application Options
from the menu bar) and enter a pixel number for the bar size (min-
imum = 1 pixel/allele, maximum = 10 pixels/allele) (Figure 8.4).

ation Options

Background ] Clustering Tool ] Plugins ]

Bead Name Style

&+ Locus Mame + Allele Name
™ Criginal Bead Mame

Start Up Window After Data Loading

+ Shovw Table Yiew
™ Show Graph Wiew

Table Yiew Gradation Background

[” Use Allele Call Color for gradation background

Group Color #1 - Change Calor
Group Color #2 - Change Calor

Heatmap Options

Heatmap Bar Size: |3 - Pixel(s) § Allele

OK | Reset Al | Cancel |

Figure 8.4 Application Options dialog box
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8.3

Multi Compare Graph
The Multi Compare bar graph displays the background-adjusted MFI

or RI data for user-selected samples in a bar graph format. It is a useful
way to view the sample genotype (or haplotype) and compare expression
levels across samples.

1.
2.

8.6

Open the Multi Graph view for the results you want to graph.

In the Sample Name list, highlight each sample that you want to
display in a Multi Compare graph Figure 8.5.

To select adjacent samples, press and hold the Shift key while you
click the first and last sample in the selection. To select nonadjacent

samples, press and hold the Control key while you click the
samples.

= A Multi Compare graph displays background adjusted MFI
data for each selected sample ((Figure 8.5)).

To display relative intensity (RI) data (Figure 8.6), click the RI but-

ton.
To display allele information, put the mouse pointer over a bar.

= A pop-up tool tip displays the allele name and intensity data
(Figure 8.5).

To clear the Multi Compare bar graphs, click an empty row in the
sample list.
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Figure 8.5 Multi Compare graphs
MFI data
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I MuliCompare | €3 Depth | BE Thieshold Editing | Sample by Sample | B2 Allee by Alke
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Figure 8.6 Multi Compare graphs

Relative intensity data

8.4
Depth Graph

The Depth graph plots the expression profiles (background-adjusted

4 ,),.l”ll/l
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162240
FAnderson
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w
i
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3

MEFT or RI data) for user-selected samples in one bar graph. It is a useful
way to compare allele expression levels across samples.

1. Open the Multi Graph view for the results you want to graph and

click the Depth tab.

2. Inthe Sample Name list (Figure 8.7), highlight the samples you want
to display in the Depth graph.

To select adjacent samples, press and hold the Shift key while you

click the first and last sample in the selection. To select nonadjacent
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samples, press and hold the Control key while you click the

samples.
= The Depth graph displays the background-adjusted MFI data
for the selected samples (Figure 8.7).

3. To display allele information, put the mouse pointer over a bar.

= A pop-up tool tip displays the allele name and intensity data
(Figure 8.7).

4. To display relative intensity (RI) data Figure 8.8, click the F'T button.

5. To rotate the 3-dimensional (3D) view of the Depth graph, click
and hold the mouse while you move the mouse pointer in a hori-
zontal or vertical direction.

= The graph view rotates horizontally or vertically.

6. To reset the 3D view, right-click the graph and select Reset 3D

View in the shortcut menu that appears.

7. To clear the Depth graph, click an empty row in the sample list.

Pos | Sample Name _— = J {1 Muti compare T Depth |g Trveshod Edting | [ Sample by Sample | 2 Atele 4| ¥
[ ] 1

—=|

SampleSmall

1,700 o

[ 1 1,600 -

] 1,500 -

| 1400 4
1,300 o
1,200 o
14004
1,000 4
a0

go0 |

MF| - Background

o0
a0 ||
5004
4004

300§

200 4"
100"

mt SNP2 SNPS SNP4 SNPS SNPE SNP? SNPB SNPQSNW o

Figure 8.7 Depth graph
Background-adjusted MFI data for samples 5, 6, 7, and 8.
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Figure 8.8 Depth graph
Relative intensity data for samples 1-7.

8.5

Multi Compare and Depth Graph Display

Options
Several options are available for the Multi Compare or Depth graph

display (see Table 8.2 on page 11). You can also modify the graph view
in the following ways:

change the y-axis scale

increase the graph width or height

show or hide allele name tags

reposition the allele name tags

modify the bottom graph axis labels

magnify a user-selected area of the graph

move the graph inside the Project Window

8.10
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Table 8.2 Graph display options

Default

3-dimensional (3D)
graph

Show name tags for called
alleles

Display the graph legend
Display graph bars using
solid colors

Paint only the called alleles

Display MFI data

Display the group name of
the bead horizontally on the
bottom axis of the graph

Display only the group
name of the bead on the
bottom axis of the graph

Display all labels on the
bottom axis of the graph

To...

Toggle the view between 3D and
2D view.

Hide or unhide the name tags.

Hide or unhide the legend.

Toggle the view between a solid or
gradient color graph bar.

Toggle between paint all alleles or
paint only the called alleles

Display relative intensity data (RI).

Return the display to MFI data.

Display the group names vertically on
the bottom axis of the graph.

Display the group name and the allele

name on the bottom axis of the graph.

Display a subset of the labels so that
none overlap on the bottom axis of
the graph.

Changing the Y-Axis Maximum

1. To change the maximum of the y-axis scale, move the slider at the

left of the graph (Figure 8.9).

Click...

RI

I

a8

Agg

= The graph is updated using the new y-axis maximum (the status
bar displays the y-axis maximum).

For example, the Multi Compare graphs in Figure 8.9 plot the
same samples using different y-axis maxima.

MasterPlex GT
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Figure 8.9 Multi Compare graphs
y-axis maximum = 340 (top), y-axis maximum =

8.12 MasterPlex GT

www.miraibio.com

100 (bottom).



CHAPTER 8
GRAPHS

Adjusting the Graph Width or Height

1. To change the graph width, click the [Hx1.0 button and select a fac-
tor from the drop-down list.

= The graph bars and graph width are increased (or decreased) by
the selected factor.

If necessary, use the scrollbar at the bottom of the Project
Window to view the Multi Compare graphs.

2. To change the graph height, click the (% #1.00 button and select a
factor from the drop-down list.

= The default graph bars and graph height are increased by the
selected factor.

If necessary, use the scrollbar at the right of the Project
Window to view the Multi Compare graphs.

J

NOTE: If the default graph view does not display the entire graph
legend, increase the graph height to view the complete legend.

Repositioning the Allele Name Tags
1. To rotate the position of the allele name tags, move the slider at the
top of the Project Window (Figure 8.10).

= The name tags are rotated in a counter-clockwise direction.

Allele name tag slider

o8] 5 1] ) w3
Tl Muti Compare | £ Depth | FE Threshoid Edting | E Sample by Sampe | T Allels by alele |

Scjusted MF of 48-2 (G1)

_wa‘ vm‘

[1A]
161245

1
161260 I
161204 o
fndersan 1
[1B]
¥ 162170 1
------- > = e 162237 44
=0 | B - 162240 60
Anderson 187

[| B RN B ) h—n A ! ! [ICc1]
r | fee, '“ feo b Bovwiairsirrirmia 162027 1620T
o &1 1AZ 18 Iz 83 16204T 10

Figure 8.10 Multi Compare graph
Rotated allele name tags.
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2. 'To manually reposition a name tag, click and hold the tag, and
move it to a new position.

Magnifying the Graph

You can magnify or zoom in on a user-selected area of the graph.

1. Tozoom in on the graph, click and hold the mouse while you draw
a rectangle (from upper left to lower right corner) over the area of
interest (Figure 8.11).
= The Project Window displays the selected graph area (Figure

8.12).

2. 'To zoom out and return to the original magnification, click and
hold the mouse while you draw a rectangle (from right to left) in
the graph.
= The Project Window displays the graph at the original

magnification.

Aclusted MFI of 2 (C1)

Ll I R A S il SHF1 w619
SR mt 66,
i . CSNFIw 732
B G REEECEEEEERCEERFTEPRPERIN SETEE e EE e et . SNPImt 561
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gsod 'l R - SHR4ut 464
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Figure 8.11 Multi Compare graph

Rectangle specifies the area to be magnified.
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Figure 8.12 Multi Compare graph
User-selected area magnified.

Moving the Graph

You can manually move the graph view in the Project Window.

1. Put the mouse pointer over the graph, then press and hold the right

mouse button.

2. To move the graph, move the mouse pointer.
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8.6
Threshold Editing

In the Threshold Editing tab, you can:

view the sample MFT or relative intensity data for a user-selected
sample (Figure 8.13 and Figure 8.14).

view the intensity thresholds for the Relative Intensity Allele Call
option set in the Parameter Settings dialog box. (For more infor-
mation, see Relative Intensity Allele Call on page 6.3.)

change the intensity thresholds
1. To view the intensity data and thresholds, click a sample in the

sample list. Click the "1 toolbar button to view MFI data or the R I
button to view relative intensity data.

= The Threshold Editing tab displays a graph of the intensity data
for the selected sample.

The colored points in the graph represent alleles called in the
sample; white points represent alleles that were not called.
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Figure 8.13 Threshold Editing tab
MFI data

2. To view a pop-up tool tip that displays the sample name and inten-
sity data, position the mouse pointer over a graph point.
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Figure 8.14 Threshold Editing tab
Relative intensity data.

exceed the MFI threshold and the relative intensity threshold.

t* NOTE: The allele is called in the sample if the intensity data

Changing the Intensity Thresholds
You can change the MFI or relative intensity threshold for individual
alleles.

1. Position the mouse pointer over the threshold segment that you
want to change.

) e
= The mouse pointer changes toa T .

2. Use the drag-and-drop method to move the threshold to a higher

or lower intensity.

= The allele calls are updated using the new threshold. The new
intensity threshold is displayed in the Parameter Settings dialog
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8.7

box. (For more information see Parameter Settings and Options

on page 6.1.)

Sample by Sample Scatter Graph

The Sample by Sample scatter graph plots the allele (bead set) MFI data
for two user-selected samples. The graph displays the correlation
coefficient value (R?) for the two samples and distinguishes between
alleles that are called in both samples, only the x-axis sample, only the y-
axis sample, or neither sample.

1.

Open the Multi Graph view for the results you want to graph and
click the Sample by Sample tab.
Click the %z button and click the Sample by Sample tab.

= The Multi Graph view is now in the fwo sample comparison
mode.

_ * NOTE: To plot a scatter graph, the Multi Graph view must be

e

in the two sample comparison mode.

In the Sample Name list (Figure 8.15), right-click one of the samples
you want to plot in the scatter graph and select Sort By Expression
from the shortcut menu that appears.

= The selected sample is moved to the top of the sample list and

the remaining samples are sorted by similar expression level
(MFI data, descending order).

In the sample list, click the second (y-axis) sample for the scatter
plot.

= The Sample by Sample scatter plot is displayed (Figure 8.15).
The graph points are identified by color:

Graph Point Color Represents an allele that is...

White Not called in either sample.

Red (default) Called only in the y-axis sample.
Blue (default) Called only in the x-axis sample.
Black Called in both samples.
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NOTE: You can change the red and blue default colors for alleles
in the Sample by Sample scatter graph in the Application Options
dialog box. (See Changing the Gradient Background Colors on
page A.3.)

5. To view an allele name tag, put the mouse pointer over a graph
point.

= A pop-up tool tip displays the allele name.

6. To display all of the allele name tags, click the graph.
= All of the allele name tags are displayed in the graph (Figure 8.16).

7. To plot a a new scatter graph that includes the sample at the top of
the sample list, click another sample.

= The Sample by Sample scatter graph for the two samples is
displayed.
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Figure 8.15 Sample by Sample scatter plot
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Figure 8.16 Sample by Sample scatter plot
Allele labels displayed.

8.8
Allele by Allele Scatter Graph
The Allele by Allele scatter graph plots the MFI data for two user-

selected alleles from all samples in the active results. The scatter graph
distinguishes between samples in which both alleles are called, neither

allele is called, only the x-axis allele is called, or only the y-axis allele is
called.

1. Open the Multi Graph view for the results you want to graph and
click the Allele by Allele tab.

2. In the allele list (Figure 8.17), press and hold the Shift key while you
click the two alleles for the scatter graph.

= The Allele by Allele scatter graph for the user-selected alleles is
displayed (Figure 8.17).
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either sample threshold threshold
Figure 8.17 Allele by Allele scatter graph
The graph points are identified by color:

Graph Point Color  Represents a sample in which...

White Neither allele is called.
Red (default) Only the x-axis allele is called.
Blue (default) Only the y-axis allele is called.
Black Both alleles are called.

NOTE: You can change the red and blue default colors in the
Allele by Allele scatter graph (for intensity thresholds and graph
points) in the Application Options dialog box. (See Changing the
Gradient Background Colors on page A.3.)

IIIQ]_
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8.9

Copying a Graph

To copy a graph, right-click the graph and select one of the following

from the shortcut menu that appears:

Copy as a Bitmap  Copies the graph in bitmap format (.bmp) to the
system clipboard.

Copy as Windows  Copies the graph in Windows metaformat (.emf)

MetaFormat to the system clipboard.

Copy All Charts as Copies all graphs in bitmap format (.bmp) to the
a Bitmap system clipboard.

8.10

Printing a Graph
To print a graph, right-click the graph and select Print Chart from the

shortcut menu that appears.

8.11
Adding Graphs to a Report
1. Right-click the graph and select Add to Report in the shortcut

menu that appears.

2. If you want to add all graphs that have been plotted to a report,
right-click the Multi Compare graph and select Add All Charts to
Report in the shortcut menu that appears.
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CHAPTER |CLUSTER ANALYSIS

This chapter explains how to apply a cluster analysis to the samples and
display a sample dendrogram. The MasterPlex GT software can apply
cluster analysis to sample genotype or expression data using the
following methods:

Nearest Neighbor Minimum
Farthest Neighbor Maximum
Median

Centroid

Between Group Link

Ward’s

Flexible

9.1
Displaying a Dendrogram
The Clustering Tool is available in the Typing table or Multi Graph
view (except for the Allele by Allele tab).
1. To display the Multi Graph view of:
the active results (.csv or .gtp), click the Wl button

a particular project, click Multi Graph under the project of inter-
est in the Project Manager (Figure 9.1)

2. To display the Typing table for:
the active results, click the | | button

a particular project, click Typing Table under the project of inter-
est in the Project Manager (Figure 9.1)
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00 Samplel
Typing Table
~ gl Muli Graph
D1 samplez
Typing Table
il Mult Graph ——— File tree
D1 SempleBase
Typing Table

D1 samplesmall
Typing Tabl
2l Multi Graph

MF Adisted MFT | Count |

84 220%
B 1857 96.3%
[Amebt 216 2488 115.1%
[Amely’ 144 1640 114.1%
DVSISOC | 228 2679 113.2%

24 224) 918% L
an 95 mex———— Statistics table
67 595 1096%

61 202 393%
100 774 772%
1441641 107.2%

37 303) 814%

7 B4 W5
80 918/ 114.7%
2053263 114.0%

55 565 107.0%
14111501 106.5% =

Figure 9.1 Project Manager

3. Click the Show Dendrogram toolbar button 3.

= The Clustering Tool window (Figure 9.2) and the dendrogram
(Figure 9.3 and Figure 9.4) are displayed.

The Wards method and cluster by genotype are the defaults.
The Genotype option clusters samples according to the
genotype called for the alleles. The Expression option clusters
samples according to the MFI data for the alleles.

%* NOTE: The Show Dendrogram button %} is not available in the
— Allele by Allele tab.

SampleSmall Clustering Tool g|

N.MN.Min F.N.Max Median Centroid

B.G.Link | ‘ward's Flexible =

{* Genotwpe  Ewxpression

Figure 9.2 Clustering Tool window
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Figure 9.3 Dendrogram in the MultiGraph view
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F1 s 2880 ST 21 415 as 656 o 576
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=] 5 3711 207 2% 548 0| el EE) £
= B 2517 18 35 02 06| 1zaa 132 1
c1 2 2652 505 a1 25 a5 368 68 aaz
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d >

Figure 9.4 Dendrogram in the Typing table

4. 'To select a different clustering tool, click the tool name in the Clus-
tering Tool window.

= The dendrogram is updated.
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5. To close the dendrogram, click the Close button & in the Cluster-
ing Tool window.
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TABLE

GENOTYPING USING A LOOKUP

The MasterPlex GT software can use a lookup table (.gtt) to call
genotypes. As an example, this chapter explains the steps to HLA
typing using a lookup table, and how to import or setup, and manage

lookup tables.

Figure 10.1 and Figure 10.2 provide an overview of the steps to perform HLA
typing in MasterPlex GT using a lookup table.

1. Open Luminex results (.csv).

CE G S ERET (]

Locus _[a [ [ [ [ [6

Beads> 01 [0z [0z Joa los lster  [staz ot
el Name [Total Events Motes | [ | [ | |
a1 blankc 5200 o B B - - - B B
Bl idooo1 5866 w2 o2 7 0 74 2 tass| 268
c1 doo02 4680 2 ez se 274 sar7 1100|288
b1 o003 4573 212 2 o se 24 eta 2200|268
£l do004 4370 2 22 ets| 2m 20 1s0s zass 18
Fi o005 5015 212 212 218 258 274 1083 3934 18
61 w0005 5152 22 o2 7 56 20 sy aass| 268
it 0007 5650 2 a2 213 am 20 1ses arss| 288
22 ido008 4845 w2 o2 7s 2se 214 1080 1070|268
62 dooog 5591 22 72 21s 25 24 2058 1e29 6
c2 igo010 5016 212 72 78| 25e 2ra zsse aae7 15
2 0011 4881 2 21z ans 56 20 zass set1|  zee
E2 00012 5216 2 a2 s se 24 2ata 2208|288
F2 00013 5639 w2 22 213 2s 74 zat0 1es1| 288
62 w0014 5035 w2 o2 1 a5 214 1509 97| 268
Ha. ido01s 6533 212 72 213 25 274 2193 22| 268

2. Import or create a
HLA lookup table (.gtt).

To import a table,

double-click the .gtt

ordragittoth
MasterPlex GT

application window.

EBle Edt Vew Favortes Tooks
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7

File and Folder Tasks

Other Places
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e

Help

Name
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Figure 10.1 Steps to type samples using a HLA lookup table

Steps continued in Figure 10.2.
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3. Set thresholds (or select a group set).

. Cad) | =y &
Choose Intensity-based allele call. swesangu | vensnrs | - |
T e e a
Call anything bigger than 50 MFl an allele. [z=osmmommemcnn ot |
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I—— I
e 7
S e T
Group s[5 v Coe
Doty Oviod bkt @ over Aoyt Pty o graps g |
Asotone: | =
‘
T
Repartable Levet | % oftota tensty
T Intensty besed Abele Coll
e e
R

4 Viewthe & »[e E[" =] nlu| | |

Typing table. A s Jor faw |

h Locus & I [ [ [ I
Click atab to Beads > ot 2 fo3 oo Jos  [otn st
el Name [Total Everts [Notes_[Tvoeta) am_|iv [ [ [ [ |
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Bt dooot 5365 4,003, 4 010 [ I R C I 30 s s too0toc
the bloodtype. & ooz ise0 s | w e s s s e o
¢ ot 40003 [a973 4.007. 18| ass % ass 2% 125 o000
Er 0004 4970 003, A 010 o 12| a2 w2 1 105 1 om0 100
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Gt [ 5152 4005 4 010 o[ 17| 1ss  1es 50 2 1 om0 o0
[ 140007 5660 008, A 010 o 12| ten e st sa s o0 o
a2 do0os s A 008 s 21| e ew 69 2al  2m om0 o
B2 do00s 5591 [A007. A 008 o3 " 35 133 14 12 1000 to0
c2 o0t s016 006.- [ L 2 2 10a 10 o0 o0
D2 10011 [4g81 4005 4 010 [ A (LA KA 11 15 6 1000 ol
E2 (e 5216 4005 A 007 o 15 E IR TE T 2z w0
F2 0013 5630 4 0084 00 o 12| 113 s tia 1 s 1000 toc
62 0014 5035 0 al 15| 1e0 1e0 4 20 zes 1000 100
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Click: é to view by locus.

@ to show the type.
_ .. todisplay the Typing table with gradient background.

an Am number to show ambiguity candidates.

an Lv number to show inversion candidates.

Figure 10.2 Steps to type samples using a HLA lookup table
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10.1

Importing a Lookup Table

The import process is carried out only once for each lookup table (.gtt). To
import a lookup table:

1. Open the MasterPlex™ GT software.

2. In Windows Explorer, navigate to the lookup table (.gtt).

NOTE: Lookup tables for import should be located on the desktop
= | or a folder other than the Settings folder. The software copies the
E .gtt to the Settings folder.

3. Double-click the file or drag the file to the MasterPlex GT applica-
tion window (Figure 10.3).
= The lookup table is installed (copied to the Settings folder) and
the file name is added to the Lookup Table Selection window
(Figure 10.5).

] MasterPlex GT)
File Edt Yew Option ‘Window Help

g ] O e e =t =

WP | agjusten i | court |

Bead | mve | sb [cve |
A 01 00 00% -
A 02 0 00 0%

[
He i uew Favores Lob tb [

Qe - () (T D seach [P\eodos [~

address [ C: | 2.015ett vBe
See Type | DateModfied

3KB FRFFle 10/1/20029:59 AM

3KB FRFFle 10/1/20029:59 AM

3KB FRFFle 10/1/20029:59 AM

3K8 FREFle 10/1/2002 10:00 AN
3K8 FREFle  10/1/2002 10:00 AN
3K8 FREFle  10/1/2002 10:00 AN
11K8 GTTFle  10/31]2003 12:5 PH
3K8 FREFle 10/1/2002 10:00 AV
3K8 FREFle 10/1/2002 10:01 AW
3K8 FRFFle 10/1/2002 10:01 AN
3K8 FRFFle 10/1/2002 10: 14 A0
448 GTOFle 10/31j2003 4:37PM

Figure 10.3 Importing a lookup table
To import a lookup table, drag the .gtt file to the MasterPlex GT application
window or double-click the file.
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4. To confirm the lookup table import:

a. Open the Luminex® results file (.csv) or MasterPlex™ GT project
(.gtp) of interest.

b. Click the Parameter Setting button &,
= The Parameter Setting dialog box appears (Figure 10.4).

1 Parameter Setting

EEX
croup et IR - |

Cancel OK
Save setting as... | Import Setting. |

™ Parameter setup for the individusl bead finimum Events: |20 court far each bead
¥ Use group color for Chart and Allele Call Table

Lookup Takle...

Lookup Table Allele Name

B B Cther HLAB 110 e 50
o1
0z -
=
< >
Group/Allele Idertifier
Group Prefis # of beads in this group: 7 ** Edlit Bead Names
Graup Name: |~ Change Color
Plaidy: ¢ Diploid " Haploid  {« Cther Apply thiz Ploicy to all groups (loc) ‘
Allele Mame: I
-

Allele Call Parameters for &

" Use Relative Intensity for Allele call

Reportable Level: % of total intensity

Intensity Threshald: (MFI)

* Intensity based Allele Call

Call arything bigger than (a0 MF| as an Allele

Apply to sl groups (loci)

Figure 10.4 Parameter Setting dialog box

c. Click Lookup Table.

= The Lookup Table Selection window appears (Figure 10.8).

d. Confirm that the Lookup table Selection window includes the
name of the table (Entry Name) that you imported.
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1] Lookup Table Selection

Entry Mame Last Modified A B DR BLD Ediit Selected Ertry...

{PROJECT) HLA & HLAE HLADR Blood Type

Werl,10:verl 10 Verl,10 Verl,00 Create Mew Lookup Ertry

HLA Lookup Table | 10/31/2003 12:56:50 PM|HLA & HLAE  HLA DR | Blood Type

Werl. 10 Werl. 10 Yerl.10 Yerl.0O Delete Selected Entry

Select Latest Tables
Unselect All

Cancel

Figure 10.5 Lookup Table Selection window

This window shows the lookup tables installed in the MasterPlex™ GT
software.

Component in the Lookup Function
Table Selection Window

Edit Selected Entry Opens the Lookup Table Editor for the
selected table.

Create New Lookup Entry Opens the New Lookup Table Entry dialog
box so that you can name a new lookup table.

Delete Selected Entry Deletes the selected lookup table.

Select Latest Table Selects the latest lookup table version for all
loci.

Unselect All Clears the selection from the Lookup Table

Selection window.

OK Accepts the lookup table selection and
returns to the Parameter Setting dialog box.

Cancel Selects the default lookup table and returns
to the parameter Setting dialog box.
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10.2
Creating a Lookup Table

The Lookup Table Editor (Figure 10.6) enables you to specify the table

components, including the:

Table name

Type (genotype) name for the A, B, and DR loci and the blood type

Type frequency

Standards and allele expression patterns that define the type
Display color for the type name in the MasterPlex GT Typing table

: — -
ﬂ Lookup Tahle Editor, M@g‘
T Export 1 Apply 1 Reset All | c
DAID 5| Oor| Oein|
Locus Setting Name |HLA & wersion (1.1 — Group Name Feset
Tazk ﬂ
l:‘ TypeMame  |ShortMame  |Color |Frequency  |A 01 |A02 |AO3 |AD+ A0S |A_Stdl |A Std2 |
s A001 0.001 & + & +
I:‘ A D02 ooz - 00001 + + + + +
A 003 003 | 0.01 = P +
B B A 004 004 05+ + + +
I:‘ A 008 s | ] 0.006 + + + 1+
A 006 006 | 051+ + + +
Cross Talk
A 007 o7 || 0.022 + +
[ ] i 5% ] 5.1 B S o [
Ganeral #1009 o [ | [ e T S
A 010 010 | 00006+ 5 = +

Type A 009 allele expression pattern with a frequency = 0.4.

Figure 10.6 Lookup Table Editor, Type task view

1.
2.

10.6

Open the Luminex” results file (.csv) or project (.gtp) of interest.

Click the Parameter Setting button @

= The Parameter Setting dialog box appears (Figure 10.7).
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m Parameter Setting Q @
croup set. | MR -
Cancel =13
Save sefting a3 ... | Import Setting. |

[~ Parameter setup for the individual bead.

Minimum Events: |20 count for each bead
I Use group color for Chart and Allele Call Table

Lookup Tahble,
Prefix  |Group Mame Type

Lookup Table Allele Mame

%Report...|Intensity... | Call Inten. A

B B Other HLA B w110 a0
0z v
o
< | 2
Group/Allele ldertifier
Group Prefic # of beadls in this group: 7 ** Edit Bead Names
Group Name: |A Change Calor
Ploicly: ¢ Diplaict " Haploid % Other Apply this Ploicty to all groups: (laci) ‘
Allele Mame: r
-

Allels Call Parameters for A

" Use Relative Intensity for Allele call

Repartable Level: Y of total intensity

Intensity Threshold (MFT)

(+ Intensity based &llele Call

Call anything bigger than (50 MFl a3 an Allsle

Lpply to all groups (loci)

Figure 10.7 Parameter Setting dialog box

3. Click Lookup Table.

= The Lookup Table Selection window appears (Figure 10.8).
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1] Lookup Table Selection

Entry Mame Last Modified A B DR BLD Ediit Selected Ertry...

{PROJECT) HLA & HLAE HLADR Blood Type

Werl,10:verl 10 Verl,10 Verl,00 Create Mew Lookup Ertry

HLA Lookup Table | 10/31/2003 12:56:50 PM|HLA & HLAE  HLA DR | Blood Type

Werl. 10 Werl. 10 Yerl.10 Yerl.0O Delete Selected Entry

Select Latest Tables
Unselect All

Cancel

Figure 10.8 Lookup Table Selection window

This window shows the available lookup tables and the table applied to the
current project. In this window you can create a new lookup table or edit a
table.

4. In the Lookup Table Selection window (Figure 10.8), click Create
New Lookup Entry.

= The New Lookup Table Entry dialog box appears (Figure 10.9).

New Lookup Table Entry

Loakup table name:

HLA Lockup Takle

Figure 10.9 New Lookup Table Entry dialog box

5. Enter a name for the new lookup table and click OK.
= The Lookup Table Editor appears (Figure 10.10).
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Bl Lookup Table Editor EBEIE
Export ‘ Apply | Reset Al ‘ c
IAM] 6| Oor| 06|
Locus Setting Neme [HLA & Version [1.1 = Growpheme [0 Reset
Task

l:‘ TypeMame  |ShortMame  |Color |Frequency  |A 01 |AD2 |A03 |AD4 |A0S |AStdl [a_side
Type h

Standard Beads

L2 ]

Cross Talk

L]

General

|

\Click a task button to change the view in the Lookup Table Editor.

Figure 10.10 Lookup Table Editor, Type view

Lookup Table Function

Editor Button

Export Opens the Export wizard.

Apply Applies the changes to the selected lookup table and close
the Lookup Table Editor.

Reset All Removes all changes from every locus.

Reset Removes the changes from the currently selected locus.

Cancel Closes the Lookup Table Editor without applying any
changes.

Defining a Type
The Type view is the default in the Lookup Table Editor (Figure 10.10). In

this view, you can specify or edit the allele expression pattern that defines a

type.

1.
2.

In the Lookup table Editor, select a locus tab (Figure 10.11).
Enter a Locus Setting Name.

For example, in Figure 10.10, the A tab is selected, and HLA A
was entered for the locus setting name. The Lookup table Selection
window will display this name.

Enter a version number for the selected locus or blood type (Figure
10.11).
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1. Click a tab to 2. Enter a name for the 3. Enter a version number for the
select the locus. selected locus or blood type. selected locus.

E Luokup Table Editor

Export | Apply | Reset All | Lo

IMDB}DDR}DBLD}

Locus Setting NamsCHLA & | wersion [1:1 B Group Name Reset

Taszk =]l

Type Mame Short Mame | Color |Frequen[y |A,n1 |A,n2 ‘AjIS \A,m \A,ns \Ajnﬂ \Ajtdz
Type

Standard Beads

[ ]

]

Cross Talk

General

\
\

The locus setting name and version number entered in the Lookup Table
Editor (top) will appear in the Lookup Table Selection window (bottom).

&1 L ookup Table Selection |'_||.E|r$__<|
Entry Mame Last Modified A . B DR BLD Ediit Selected Ertry...
(PROJECT) HLA & (HLAE HLADR Elood Type

Werl.10 Yerl. 10 Yerl.0O Create Mew Lookup Ertry

HLA Lookup Table | 10431/2003 12:56:50 P LAE |HLA DR  Elood Type

serl. 10/Merl. 10 Yerl.10 Yerl.0O Delete Selected Entry
Select Latest Tables
Unselect All
Cancel

Figure 10.11 Lookup Table Editor, Type view (top); Lookup Table Selection
window (bottom).
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1. Click a tab to select the 2. To specify a color for the type name displayed
locus. Click a task icon to in the Typing table, double-click the color
change the Lookup Table swatch to open the color palette.

Editor view.

E Lookup Table Editor

Export ‘ Appby ‘ Reset &l |
Locus Sefting Mame Version (0. Group Mame Reset
Task i ﬂ
. Type Name Short Name | Color Frequen(y |A 01 |A 0z |A 03 |A 04 |A 05 |A Std1 \A Stdz \
Type A oot +
[ ] '
Standard Beads
Cross Talk
General
3. Enter the genotype 4. Cllck to select the alleles
frequency. that you want to include

(expression ‘on’) in the
expression pattern.
Figure 10.12 Lookup Table Editor, Type view

The Type icon and locus tab icon change from yellow to blue ( .) to
indicate the type has been edited.

Lookup Table Editor .
Description
Component
Type Name Genotype name.
Short Name Not used in MasterPlex GT 2.0.
Frequency Genotype expression frequency. If a type has

ambiguity candidates, this value determines the
order of a call and its ambiguity candidates in the
Typing table. Frequency must be > 0.

4. Click the Add New button E&. Alternatively, right-click the
Lookup Table Editor and select Add New from the shortcut menu
that appears.

= The New Type Name Entry dialog box appears (Figure 10.13).
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New Type Name Entry

Type Name:
| o1

Figure 10.13 New Type Name Entry dialog box

5. Enter a type (genotype) name for the selected locus or blood type
and click OK.

= The Lookup Table Editor displays the new type (genotype)

name (Figure 10.12).

t* NOTE: The short name is not used in MasterPlex GT 2.0.

6. To edit a type name, select the type name and click the Edit Type

Name button B. Alternatively, right-click the Lookup Table Edi-
tor, and select Edit Type Name from the shortcut menu that
appears.

= The Edit Type Name Entry dialog box appears (Figure 10.14).

Edit Type Name Entry

Edit Type MName:

Figure 10.14 Edit Type Name Entry dialog box

7. 'To delete a type name, select the type name and click the Delete

button T Alternatively, right-click the Lookup Table Editor, and
select Delete from the shortcut menu that appears. Click Yes in the
confirmation message box that appears.

8. To specify the display color of the type name in the Typing table:
a. Double-click the color swatch.
= The color palette appears (Figure 10.15).
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Basic colors:

T
HMTE~NENN
ENNENENNN
ENEEEEEN
ENEEEEEN

LCustom colors:
EEEEEEEE
EEEEEEEE

Define Custom Colors »»

Cancel

Figure 10.15 Color palette

b. To select a predefined color, click one of the basic colors.
c. To define a custom color, click Define Custom Colors.

= The color palette shows the custom color options (Figure
10.16).

—— Luminosity slider

Custom color field

| Color swatch
LCustom colors:
EEEEEEER

Hug:lﬁ HRed: |85
EEEEEEEEN

Sat: ’ﬁ Green: ’ﬁ
| Colorlsgid | e [i50 Blue:[175
Cancel Add to Custom Colors |

Figure 10.16 Color palette
Custom color options.

d. Use the click-and-drag operation to move the cross hairs in the
custom color field. Adjust the color brightness using the lumi-
nosity slider.

= The Color swatch shows the color selection.
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10.

11.

12.

13.
14.

e. When you are finished defining the color, click Add to Custom
Colors to apply the color, and click OK.

Enter the genotype frequency.

Click the alleles and standards that you want to include in the gen-
otype expression pattern.

To define another allele expression pattern for the selected locus,

follow step 4 to step 10.

To define the allele expression patterns for another locus or the
blood type, follow step 1 to step 11.

To copy the
Click Apply when you finish defining the genotype expression pat-

terns.

Setting Standards
In the Standard Beads view of the Lookup Table Editor (Figure 10.17), you

can:

DA}DB]DDR]DELD}

Locus Setting Name [HLA & Versian |1 1 2| Group Name FReset
Task &

Associate alleles or a blood group with a standard.

Choose normalization for a standard and the associated allele MFI
data.

Set a base MFI threshold for a standard MFI. When the normaliza-
tion option is chosen, the data are only normalized if the standard

MFI > base MFI.
Set a cutoff MFI value. If the standard MFI < cutoff MFI, the data

are not normalized.

&1 Lookup Table Editor EIIE|E|

Export | Apply | Reset A1 ‘ G

Standard Beak

I:I Standard Base MFI  |Cutoff |Enable laor  Tame [aos  [ace [aos  [asdt  [astde
Type A_std1 300 TRUE + v 'l
D A_Stdz 1000 300 TRUE R '

Cross Talk

General

/

7
Click the Standard Beads button to change the view in the Lookup Table.

Figure 10.17 Lookup Table Editor, Standard Beads view

This view shows the standards associated with the alleles of the selected
locus.

10.14 MasterPlex GT  www.miraibio.com



CHAPTER 10
GENOTYPING USING A LOOKUP TABLE

1. In the Lookup Table Editor, click a tab to select a locus.

2. Click the Standard Beads button |:|

= The Standard Beads view for the selected locus or blood type
appears (Figure 10.18).

&1 Lookup Table Editor E]@‘E‘

Export ‘ Apply 1 Reset Al | c
m} MD 8| Oor| Oew|
Locus Satting Name | Version [0.0 = Group Name Reset

Task

I:‘ Standard Base MFL Cutaff |Enable [0t [aoe  Jaoe  faes [aos  [asd [astde
Type

Standard Beads

[ 5[

Cross Tak

[ ]

General

Figure 10.18 Lookup Table Editor, Standard Beads view

3. Click the Add New button EE. Alternatively, right-click the
Lookup Table Editor and select Add New from the shortcut menu
that appears.

= The New Standard Bead Name Entry dialog box appears (Figure
10.19).

New StandardBead Name Entry

StandardBead Name

Figure 10.19 New Standard Bead Name Entry dialog box

4.  Click the drop-down arrow = and make a selection from the
drop-down list, and click OK.

= The standard is added to the Lookup Table Editor (Figure 10.20).
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‘ Reset &l | :

Apply

CHAPTER 10
Group Name Reset
[a_os [a stdr  [a staz

GENOTYPING USING A Lookur TABLE
Export ‘

[a_0¢

El
[a_nz [a_03

Version [0.0
[a_o1

Cutoff |Enable
FALSE

[ | A“] 8| Oor| Oawo|
Locus Setting Naime |
Task W
l:‘ Standard Base MFL |
4_stdl 300

Type

&1 Lookup Table Editor

Standard Beads

[:H

[ ]

Figure 10.20 Lookup Table Editor, Standard Beads view
Confirm the default base MFI and cutoff values or enter new values.
Confirm the default base MFI value or enter a new value.

The software uses the base MFI value to normalize the MFI values
of the alleles that are associated with the standard. To normalize
the data, the software sets the standard MFI equal to the Base MFI

5.

and computes:
Normalized Allele MFI = Allele MFI x (Base MFI/Standard MFI)

* NOTE: The cutoff value must be less than the base MFI value.

6. Confirm the default cutoff value or enter a new value.
If the standard MFT is less than the cutoff value, the software does

not normalize the standard or allele MFI data.
NOTE: The cutoff value must be less than the base MFI and

greater than one.

7. To apply normalization to the selected standard at the associated
allele MFT data, click the entry in the Enable column and select

TRUE from the drop-down menu that appears (Figure 10.21).
If you do not want to normalize the data, select FALSE.

www.miraibio.com
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&1 Lookup Table Editor D@E‘
Export ‘ Apply 1 Reset Al | G

IA}DB]DDR]DELD}

Locus Setiing Name: | Version [0.0 = Group Narme Reset
Task it
l:‘ Standard  |BaseMFI | Cutoff |Enable [aot Janz  [aos  Jaos  [anos  [astd|asedz
e st 1000 300 FALSE ]

TRUE
FALSE

Standard Beads

[:H

Cross Talk

[ ]

General

Figure 10.21 Lookup Table Editor, Standard Beads view

Select TRUE from the drop-down list to normalize the standard and
associated allele MFI data. If you do not want to normalize the data, select
FALSE.

8. To associate alleles with the standard, click the allele columns of
interest (Figure 10.22).

21 Lookup Table Editor EI@@
[

Export l Apply I Reset &I 1

IAM] 8| Oor| Oew|
Locus Setting Name: Wersion [0.0 = Group Name Reset
Task m

D Standard  |Enable lao Jare [sos  [aos  [aos  [asd
Type M TRUE v +

Standard Beads

Crozs Talk

General
<

Figure 10.22 Lookup Table Editor, Standard Beads view
Click the alleles that you want to associate with a standard.
9. To reset all entries to the default value, click Reset.

10. To specify another standard for the same locus, follow step 3 to step
8.

11. To delete a standard, click the standard row and click the Delete

button 1IF. Alternatively, right-click the Lookup Table Editor and
select Delete from the shortcut menu that appears. Click Yes in the
delete confirmation message that appears.

12. To specify standards at another locus, follow step 1 to step 10.
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Specifying Cross-talk

In the Cross-talk view of the Lookup Table Editor (Figure 10.17), you can
specify the per cent cross hybridization between two bead sets. The
software uses this information to compute MFI values that are corrected
for cross hybridization.

For example, if bead sets A, B and C exhibit cross hybridization as follows:

10% of allele B binds to bead A
5% of allele C binds to bead A

then, the software computes:
Corrected MFI, = Original MFI, - (0.1*"MFIy) - (0.05*MFI)

1. In the Lookup Table Editor, click a tab to select a locus.

2. Click the Cross-talk button D

= The Cross-talk view for the selected locus or blood type appears
(Figure 10.23).

ﬂ Lookup Table Editor EHE|E|

Export ‘ Apply ‘ Reset all | [

DA“:‘EI“]DRIDEILD]

Locus Setting Mame |HLA & Wersion |1 A ﬂ Group Name Reset
Task |

D a.01 lame  [aos  Jaos  Jaos  [asedt [ase |
Type i—

Standard Beads

[ 120

Crozs Talk

General

Figure 10.23 Lookup Table Editor, Cross-talk view

In this view, you can specify the per cent cross hybridization between two
bead sets.

3. Click the Add New button EE. Alternatively, right-click the
Lookup Table Editor and select Add New from the shortcut menu
that appears.

= The New Standard Bead Name Entry dialog box appears (Figure
10.19).
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New TargetBead Entry

TargetBead Name

R -

Figure 10.24 New Target Bead Entry dialog box

4.  Click the drop-down arrow = and make a selection from the drop-
down list, and click OK.
The MFT of the selected allele will be corrected for cross hybridiza-

tion.

5. The bead set is added to the Lookup Table Editor (Figure 10.25).

E1 |.ookup Table Editor |ZHE|E|

Export ‘ Apply ] Reset Al l G

M- |Oe|Ock|Dew|
Locus Setting Mame wersion |00 = Group hame Reset
Task |

D a.01 &0 [a_na [a_o4 [a_os [a_std1  [a_stdz
e 02 i o o i 0 o

Standard Beads

Cross Talk

[ ]

General

Figure 10.25 Lookup Table Editor, Cross-talk view

6. Enter the per cent cross hybridization data for the allele pairs.
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21 Lookup Table Editor D@EJ

Export ‘ Apply | Reset &I 1 i

IMDB]DDR]DBLD]

Locus Setting Name: HLA A Version [14 =] Group Name Reset
Task m
D [a_o1 AUz [a03 a0+ A0S [Asdi  |astdz |

Type A_01 0 .03 0 i .02 0 0
Standard Beads

Cross Talk

General

Figure 10.26 Lookup Table Editor, Cross-talk view

In Figure 10.26, the software computes MFI, o, corrected for cross
hybridization as follows:

Corrected MFIAOl = Original MFIAOl - (0.03*MFIA02) - (0.02*MFIA05)
7. 'To delete an allele from the cross-talk table, click the row that you

want to delete, and click the Delete button I . Alternatively, right-
click the Lookup Table Editor and select Delete from the shortcut
menu that appears. Click Yes in the delete confirmation message
that appears.

8. To reset all cross-talk entries to zero (default), click Reset.

9. To enter cross hybridization values for another allele, follow step 3
to step 6.

10. To enter cross hybridization values for the alleles at another locus,
follow step 1 to step 9.

Setting General Parameters
In the General view of the Lookup Table Editor (Figure 10.17), you can
specify:

The allele ploidy

The text that the Typing table displays when a sample has no
matching genotype

Whether to display standard data in the Typing table
1. In the Lookup Table Editor, click a tab to select a locus.

2. Click the General button D
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= The General view for the selected locus or blood type appears
(Figure 10.23).

Task

[ ]

Type

[ ]

Standard Beads

Cross Talk

[ ]

eneral

O«|ose|Oor|Oee]

Locus Setting Mame  [HLA A

2l

E1 Lookup Table Editor D@EJ

Export | Apply ‘ Reset &l ‘ i

Version [1.1 = Group Mame

Reset

Parameter
Ploidy

Value

Unmatch Caption

Mo Matches

Comma 5plit

TRUE

Include Standard

TRUE

Figure 10.27 Lookup Table Editor, General view

Parameter

Ploidy

Unmatch Caption

Comma Split

Include Standard

Description

Choose diploid, haploid, or other.

The default unmatch caption is No Matches. The
Typing table displays No Matches when there is
no genotype match for a sample. The caption is
user-editable.

Describes how the Typing table displays a geno-
type. The comma split display (for example, A
002, A 010) is the only option available at this
time.

TRUE = include standard data in the Typing table.
FALSE = do not include standard data in the Typ-
ing table.

To select a ploidy option, click the ploidy value and make a selec-

tion from the drop-down list that appears (diploid, haploid, or

other).

new value.

To edit the unmatch caption, double-click the value and enter a

MasterPlex GT 10.21
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10.3
Managing Lookup Tables

You can edit, export, copy, or delete a lookup table.

Editing a Lookup Table
1. Open the Luminex® results (.csv) or project (.gtp) of interest.

2. Click the Parameter Setting button &b,
= The Parameter Setting dialog box appears (Figure 10.28).

Parameter Setting g@@
Group set: |, ~

Cancel Ok
Save sefting as Impart Setting
[~ Parameter setup for the individual bead. Minimum Events: [20 count for each bead
¥ Usze group color for Chart and &llele Call Table Laokup Table
Prefic |GroupMame  |Type  |Lookup Table Bliele Name %Repart...|Intensity... |Call Inten. 4
| [ TI—
m
oz
03
04
0s
Stel
Sted2
B B Cther HLAB w1 A0 e S0
m
o v
< >

GrouplAllels Idertifier

Eraup Fsfe # of beads inthis group: 7 * Edfit Bead Names
Group Name: [& Change Color
Ploidy: ¢ Diploid ¢ Haploid & Gther Apply this Ploidy to all groups (loci)

Allele Mame, =

-
2llele Cal Parameters for &
" Lise Relative Intensty for Allele cal
Resportable Lsvst |07 % o totsl intsnsty
ntensity Threshole: [5= (WFl)
& Intensity based lle Cal
Call anything bigger than [S0 WPl as an Allls

Apply to all groups (loci)

Figure 10.28 Parameter Setting dialog box

3. Click Lookup Table.
= The Lookup Table Selection window appears (Figure 10.29).
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1] Lookup Table Selection

Entry Mame Last Modified A B DR BLD Eclit Selected Ertry...

{PROJECT) HLA & HLAE | HLADR Blood Type

Werl, 10| Verl,10 Yerl,10 Yerl.00 Create Mew Lookup Entry

HLA Lookup Table| 10/31/2003 12:56:50 PMEHLA & THLAE  HLADR | Blood Type

Werl, 10 Werl.10 Werl.10 Werl.O0 Delete Selected Entry

Select Latest Tables
Unselect All

Cancel

<1 4

Figure 10.29 Lookup Table Selection window

4. Click the table that you want to edit, and click Edit Selected Entry.
= The Lookup Table Editor displays the selected table (Figure

E Lookup Table Editor
Apply l Reset All I i
DA}DB}DDMDBLD}
Locus Seting Hame [HLA & wersion [1:1 = Group Name Reset
Task ﬂ
l:‘ TypeMame  |ShortMame | Color |Freuency  |A 0L |4 D07 A0 |AD04 |6 DS A Stdl|A Stdz |
T A 001 0.001 + + + +
A 002 0z || 00001+ & B 5 + B
4003 na | ] i) + + +
Stanclard Beads |5 ood 004 [ ] 05 + 4 i+ & i+
I:‘ a005 ans 0,006, + + + +
£ 006 006 [ 051+ B % + +
Crass Talk
A 007 07 | ] n.02z v + +
|:| A 008 008 I 001+ N + I I
Generdl A 009 o0z [ ] 04 o ~ - +
4010 ata | ] Domne| 4+ + + +

Figure 10.30 Lookup Table Editor

5. Click a locus tab.
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7. Click a task: Type, Standard Beads, Cross-talk, or General.

To edit... Refer to...

Type Defining a Type on page 10.9
Standard Beads Setting Standards on page 10.14
Cross-Talk Specifying Cross-talk on page 10.18

General Parameters | Serting General Parameters on page 10.20

8. To return the settings in the current tab to the original values, click
Reset. To return the settings in all tabs to the original values, click

Reset All
9.  When you are finished editing the lookup table, click Apply and

click Yes in the confirmation message that appears.

Exporting a Lookup Table
1. Open the project (.gtp) of interest.

2. Click the Parameter Setting button &b,
= The Parameter Setting dialog box appears (Figure 10.31).
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Group set
Cancel

Save sefting as... | Import Setting..

| Parameter sstup for the individual beac Minimum Events: (20 court for each bead

v Use group color for Chart and Allele Call Table Lookup Table..

B ] Gther HLAB I AD e 50

3
< | &
GrouplAllels Idertifier
Group Prafix: # of beads in this group: 7 ** Edit Bead Names
Group Name: |4 Change Calor

Ploidy: ¢ Diploid ¢ Haploid & Gther Apply this Ploidy to all groups (loci)
Allele Name: r

-
2llele Cal Parameters for &
" Lise Relative Intensty for Allele cal
Resportable Lsvst |07 % o totsl intsnsty
ntensity Threshole: [5= (WFl)
& Intensity based lle Cal
Call anything bigger than [S0 WPl as an Allls

Apply to all groups (loci)

Figure 10.31 Parameter Setting dialog box

3. Click Lookup Table.
= The Lookup Table Selection window appears (Figure 10.32).

1] Lookup Tahle Select

Entry Mame Last Modified A B DR BLD Ediit Selected Ertry...
(PROJECT)

HLA & iHLAE  HLADR Blood Type

Werl,10:Werl 10 Verl,10 Verl,0O Create Mew Lookup Ertry

HLA Lookup Table | 10/31/2003 12:56:50 PM|HLA & HLAE  HLA DR | Blood Type

Werl. 10 Werl. 10 Yerl.10 Yerl.0O Delete Selected Entry

Select Latest Tables
Unselect All

Cancel

Figure 10.32 Lookup Table Selection window
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4. Click the table that you want to export, and click Edit Selected
Entry.
= The Lookup Table Editor appears (Figure 10.33).

1] Lookup Table Editor,

" Export Apply l Reset Al I [
DMDB}DDR]DBLD}
Locus Setting Mame ‘HLA a Wersion ]1 1 ﬂ Group Mame Reset
Task e
= i
l:‘ TypeMame | ShortMame  |Color |Frequency  |A_01 |A02 |A03 |A0D+ |ADS |A_Stdl |A_stdz |
o A0 n.a01 + + + +
002 0z || D000l + o i & e =
4003 003 1 0.0t 4 + 2
Stancard Beads 4004 04 | ] 05+ + + + +
|:| 4005 00s | | 0.008 + + + +
4006 s | 051+ + + + +
Cross Talk
A 007 o7 [ ] 002z i P +
l:‘ A 008 008 ] 0ot + 4+ i+ & &
ST 009 09 I 0.4 i + + +
4010 oo [ | 00008+ 4 4 +

Figure 10.33 Lookup Table Editor

5. Click Export.
= The Export Wizard appears (Figure 10.34).

Export Wizard @

Locus

VI
Vg
v DR
¥ BLD

Check All | Uncheck All |

Entry Name |HLA Laokup Table —

Figure 10.34 Export Wizard

Name of the lookup table for export

6. To export all of the loci information, click Check All. Alternatively,

select individual items for export.
7. Click Export.
= The Save As dialog box appears (Figure 10.35).
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Saveine | 3 SampleDala ~| £ E-
File name:  [HL& Logkup Table.gtt Save
Save asype: |Lookup Table (*.t) ~| Cancl

Figure 10.35 Save As dialog box

8. Confirm the destination directory and file name, and click Save.
= The lookup table (.gtt) is saved to the selected directory.
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Copying a Lookup Table

The currently displayed contents of a lookup table can be copied to a tab-

delimited text file.

1. Right-click the lookup table and select Copy as Text from the
shortcut menu that appears.

= The contents of the current view of the lookup table are copied
to the system clipboard.

2. Paste the clipboard contents to the application of interest (for
example, Notepad).

Deleting a Lookup Table

1. Open the Lookup Table Selection window (click @ to open the
Parameter Setting dialog box and click Lookup Table).

B1 Lookup Tahle Selection [’._|[’E|rg|
Entry Mame Last Modified A B DR BLD Edit Selected Entry |
(PROJECT HLA & HLAE |HLADR Blood Type
Werl. 10 Werl, 10 Yerl. 10| Verl, 00 Create Meww Lookup Ertry |
HLA Lookup Table | 10312003 12:56:50 PMEHLA & (HLAE  HLA DR Blood Type
Yerl,10: Yerl, 10 Verl, 10 Verl,00 Delete Selected Ertry |
Select Latest Tables |
Unselect Al |
Ok |
Cancel |
< ¥

Figure 10.36 Lookup Table Selection window

2. Click the table (row) that you want to delete and click Delete
Selected Entry. Click Yes in the confirmation message that
appears.
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10.4
HLA Typing Using a Lookup Table
After you open a Luminex® results file (.csv) and import or create a lookup
table, the steps to type a sample include:
Set parameter settings
Select a lookup table
View the Typing table

1. To open a Luminex results file (.csv), click the Open CSV File but-
ton 1. Alternatively, select File = Open CSV File from the menu
bar.
= The Open dialog box appears (Figure 10.37).

2. Select the .csv of interest and click Open.
= The Typing table displays the results data.

Open @
Lok, jr |L’f} SampleData j £k B

HLA-A_E_DR_BLD.csv
5amplel.csy
|Samplez.csv
|SampleBase.csv

SampIeSmaII.csv

Fiename:  [HLA_B_DR_BLD.cov
Files af type: | Lumines Diata fle [*.csv, *.mab) -l Cancel

Figure 10.37 Open dialog box
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&1 MasterPlex GT - [Typing - HLA-A_B_DR_BLD (] X
Ele Edt ¥ew Function Option Window Help -8/ x

| Olo|m(em| &[calm] i ful| S[o|n| @50
[1 HLA-A_B_DR_BLD @ JrJﬁhﬂ_ E@
Typing Table
il Multi Graph oo [n [ [ [ |
| Beads> |01 \02 [0z |4 }g [str |
WellName _|Sample Name | Total Events histes [ [ [ |
a1 blark - - - - -
B1 40001 a7z 2m2 5 8 i1 268
c1 00002 2 am 173 56 a4 a7
D1 00003 a7z 22 273 36 T
E1 0004 ez ane a7z 298 21 1309
F1 000 2z 272 23 258 274 1099
o1 40008 a7z a2 & 56 21 1438
Hi o007 a7z ar2 2z 258 21 1s06
WA | adusted 1 | Court | 22 ido00s a7z 272 7 258 272 1060
Boad | Ave. | 5D | ovee |~ | [B2 00008 2z 72 as 2% a4 2039
& o o0 00 2 00010 27z 2 I 274 2399
. 02 o 00 o0@% D2 0011 272 272 273 s8 24 2453
E2 00012 [ 273 56 e zaia
a0 o) oo o F2 00013 a7z am2 as 250 4 a0
a2 o) ool o G2 00014 az o I a4 1509
Ao ol ba oow H2 0015 HE 72 27 258 27a] 2199w
A St 0 00 00% Y il [

Figure 10.38 MasterPlex GT application window

3. Click the Parameter Setting button &,
= The Parameter Setting dialog box appears (Figure 10.39).

ﬂPara eter Setting

Cancel
Save sefting as... | Import Setting..
[~ Parameter setup for the individual bead Minimum Events: [20  count for sach bead
[V Use group color for Chart and Allele Call Table Lookup Table
Frefic [GroupNams  [Type  [Lookup Table  [Allele Name: %Report...Intensity... |Call Inten. &

B B Cther HLA B w110 S0

< b
Groupiiliele Idertifier

Group Prefic # of beadls inthis group: 7 * Edlt Bead Hames
Growpheme [ Change Color
Ploidy © Diploid " Haploid & Cther Applythis Pioidy to all groups fioci)

Allele Name: r

r
Allele Call Parameters for &
¢ Use Relative Intenstty for Allele cal
Repartable Level |20 % of tolal intensty
Intensity Threshold: (MF)
@ Intensity based Allsle Call
Call anything bigger then |50 WFl &5 an Allele

Apply to all groups (loci)

Figure 10.39 Parameter Setting dialog box
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and click Apply to all groups (loci).

Choose Intensity Based Allele Call, set the MFT threshold to 50,

In the Parameter Setting dialog box, click Lookup Table.

= The Lookup Table Selection window appears (Figure 10.40).

1] Lookup Table Selection

The highlighted lookup table is applied to the

results (.csv).

Entry Mame Last Modified A B DR BLD

(PROJECT) HLAA (HLAE HLADR Blood Type
Werl,10:Werl. 10 Yerl.10 Yerl.0O

HLA Lookup Table | 10/31/2003 12:56:50 PM|HLA & HLAE  HLA DR Blood Type

Werl. 10 Werl. 10 Yerl.10 Yerl.0O

Edit Selected Entry...
Create Mew Lookup Entry
Delete Selected Entry

Select Latest Tables
Unselect All

Cancel

Figure 10.40 Lookup Table Selection window

The window shows the lookup tables that are installed.

6.

Click the table that you want to use, and click OK.

The software apﬁlies the highlighted table. The newest lookup

table version is t

e default.

= The Typing table appears.

Click OK to close the Parameter Setting dialog box.

NOTE: If a lookup table is not selected, the Type column is empty.
= To select a look up table, open the Parameter Settings dialog box

= (click @ ) and click Lookup Table.

Click the By Locus button B8 and Show Type button @,

= The Typing table displays a tab for each locus and the blood
type, and a column of genotypes for the selected locus (or blood
type) (Figure 10.41).
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Click a tab to view results for a locus or blood type.  Type column
Sy (o [ = z|ul Ee
ja |or |Eo |
Locus / [ | | [ [
Beads-= ’ [o1 |0z loz [0g |os B Staz
el Hame__|Samls Name _|Total Everts hiotes [Tvosran | | [ [
a1 biank |5200 hio Matches 0 L) - - - - - 3
B1 0001 [SE866 & 003, 4 010 1 & 1o 110 30 5 50 1000 1000
C1 id0002 4650 Mo Matches o 12 22 89 54 53 243 1000 1000
D1 id0003 4973 8, 007, 1 15 a4z EL] 245 28 125 1000 1000
E1 id0004 4970 &, 009, 4 010 o 1z 142 142 143 108 1m0 1000 1000
F1 0005 5015 .4 009 5 21 247 2a7 248 1] 70 1000 1000
&1 0006 5152 &, 005, 4 010 o 17 186 186 50 24 1m0 1000 1000
H1 id0007 [SEED 2 009 8 010 o 12 181 181 181 54 5 1000 1000
v 0005 4545 A 009 5 21 257 257 (1] 241 256 1000 1000
B2 id0009 5591 2, 007 4 009 o 4 1" 39 133 134 142 1000 1000
2 id0010 5016 2, 008, - 1 k3 115 31 31 104 110 1000 1000
D2 id0011 |4ﬁﬁ1 [, 005 4 0100 o 17 11 m 1 13 13 1000 1000
E2 id0012 5216 & 005 2 007 o 15 20 13 13 28 122 1000 1000
rg 0013 5639 &, 009, 4 010 o 12z 113 13 113 134 38 1000 1000
‘GQ id0014 5035 A 006 a 15 180 180 a8 270 288 1000 1000
‘H2 id0015 6533 |, 00E. 4 009 2 11 124 33 124 13 120 1000 1000
Figure 10.41 Typing table
Type Column .
Indicates...
Background Color
Red No matching genotype found.
Yellow Automatic genotype call.
Blue (Type or Am column) | Ambiguity candidate or number of ambiguity
candidates.
Green (Type or Iv column) | Inversion candidate or number of inversion

candidates.

10. To view results for another locus or the blood type, click a tab (Figure

10.

41).

11. To highlight the samples that exceed the MFI threshold, click the

Gradient Background button _

= Results that exceed the MFI threshold are highlighted (blue in
the A locus tab, red in the B locus tab, and alternating red and
blue in the remaining tabs) (Figure 10.42).
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o) [0 ] [ sl 1| | W@

je |or Jen |

Locus [& | [ [ |
Beads-» [o1 |02 F [0a los | tait Staz

Vil Name__|Sample Meme | Total Everts Motes |Tvneta Am

a1 blark 5200 o Matches 0

B1 90001 B 2003, 2 010 [

c1 0002 4650 o Matches 0

D1 dooos aa73 2 007 [

[E1 40004 470 40034010 0

F1 [ 5015 2008 s

= 4000 5152 2,005, 2 010 0

H 40007 |@50 4003 4010 0

a2 [ 4545 4008 s

B2 40009 [s5a1 4007, 4 003 0

c2 90010 }@ 5 2 005, - [

D2 90011 4381 2,005, 2 010 0

E2 0012 [s215 4,005, 4 007 0

F2 0013 }ﬂ@ 2008 4010 0

G2 90014 5035 4 006 :

H2 @001 6533 4006 4 003 2

Figure 10.42 Typing table, gradient background

The Typing table highlights MFI results that exceed the MFI threshold (set in
the Parameter Settings).

12. To view the Allele Call window, right-click the Typing table and
select Allele Call from the shortcut menu that appears.

= The Allele Call window is displayed (Figure 10.43).

Il Allele Call - HLA-A_B_DR_BLD

oo = || ([ x|

Allele Call WAHeIe Freguency I Genotype Frecuency I Haplotype Fregquency ]

[« 6 [or [ew | ~

i~ [Al1] blank
@ [Bilidoool |¥ or o1 w2

A
02 a2 s o]
Stdl 05 Stdl 5
Stdz Skdl | Skdz

 [C1]id000Z (v g2 o1 0z B

04 04 Stdl | Std
05 a5 Stdz

C[D11id0003 | 5y (w1 st A
0B 0z Sz (s

0s 03

Stdi 04

Stdz |09
Stdi
Stdz

CEIE0004 |V gz o2

o
5]
o
@
o
@

w o m

03 Stdi | 04 kd
0 Stdz 09

Stdl |- Stdi

Stdz Stdz

Figure 10.43 Allele Call window
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10.5
Ambiguity Candidates

Sometimes there is more than one possible genotype for a sample. This
occurs when the allele MFIs that exceed threshold match more than one
expression pattern in the lookup table. The Typing table shows the
number of ambiguity candidates for a sample in the Am column. If a
sample has ambiguity candidates, the Type column shows the genotype
with the highest frequency.

+ To view the ambiguity candidates for a genotype, double-click the
number in the Am column (Figure 10.44). Double-click the number
again to collapse the list of ambiguity candidates.

EldeFI=mEannie s

A e |or |eEw
Locus 2. [ [ | [ | |
Beads—> o1 [0z [0z |oa [os gt Stz
Vel Mame: Samile hame Total Events Mites | Twoel A0 Am |k ‘
A1 blank 5200 LA s = — 0 0 | - - - - - -
=1 o001 |5866 A 003, A 010 1 8 1o 110 30 5 50 1000 1000
{4010, -
1 idon02 4580 MoMaE—— 1 0| 18 22 85 54 53 243 1000 1000
] e 4073 4 007 1 13 443 36 445 26 125 1000 1000
E1 id0n04 4970 4,009, & 010 o 12 142 142 143 105 10 1000 1000
F1 40005 5015 4 003 HIEL 247 247 248 B 70 1000 1000
o1 idn00s 515: 4005, 2010 0| 17 188 186 50 24 10 1000 1000
H1 id0n07 =pfn 4,009, & 010 o 12 181 181 161 54 5 1000 1000
a2 inn0os 4545 009 BE 257 257 63 241 256 1000 1000
|B2 idon0g 5591 4007, & 003 0 2 1" 35 183 134 142 1000 1000
o 001 0 VAT 4,006, - 1 [ 15 31 3 104 1o 1000 1000
D2 00 1 / 14881 8005, 2 010 o 17 1 11 11 15 [3 1000 1000
E2 oz | 5216 4,005, & 007 0| 15 30 1z 113 26 122 1000 1000
F2 aoma__ | s633 5 009, & 010 0| 12 13 1z 113 134 28 1000 1000
G2 jooa | 5035 A 005 al 15 180 150 a3 27 286 1000 1000
Ho jaoots\ 5533 4, 006 A 003 2| 11 124 33 124 13 120 1000 1000
Type for
sample — A 003. A 010 1 [— Double-click the Am
id0001 = number to display the
Ambiguity oo, - ambiguity candidate(s).
candidate

Figure 10.44 Typing table

The Am column shows the number of ambiguity candidates for a type.
Double-click the Am number to view the ambiguity candidates for a particular

type.
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10.6
Inversion Candidates

An inversion candidate is a genotype that is a possible call if the expression
level of one allele in the expression pattern is changed to its opposite (for
example, an allele that is expressed (MFI > threshold) is changed to not
expressed (MFT < threshold). The Typing table shows the inversion
candidates for a sample in the Iv column (Figure 10.46).

Checking the inversion candidates is useful way to check for errors,
especially for rare combinations of alleles, or other possible genotypes
when a no match is called.

To view the inversion candidates for a genotype:

1. Click the Gradient Background button _ ..

= Results that exceed the MFI threshold are highlighted (blue in
the A locus tab, red in the B locus tab, and alternating red and
blue in the remaining tabs) (Figure 10.45).

2. Double-click the number in the Iv column.
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Double-click the Iv number to display the inversion candidates

B «Jo B F= zlul «|-| /@@

B ok |ewo |
Locus
Beats-x
el Name_|Sample Name |Total Events: hotes | TvoerEn
a1 slsnk 5200 o Msiches
B 00001 [se8s B 001. B 003
i
B 007 -
/ |00t pooz
[/ |eom.Boo7
[ |eoo.s008
| oo pmo
| 50075010
| B 007. B 008
| 5009, B 010
\ |eoos.5o0s
\_ |eooi.5004
\ |poos.Bo0g
,\ |Foo7. 5008
B 0045 00
M 3.-
c1 aoooz 4880 5001, B 008
[ 00003 4973 / B 005, 5010
E1 0004 4570 / Bo0r -
F1 00005 5015 i Mo bistches
51 00005 5152 i B 0016002
H1 o007 |5EE0 [ B 00 B 010
a2 40008 4845 [ B 002. 5003
B2 o003 5591 / llo WMatches
i B 002, B 003
i Bo0z.-
c2 00010 sois | B oo -
D2 001 1 4ge1 | B 001. B 003
E2 00012 sa15 [ 5005 Bo1g
F2 00013 sesa /7 B 001, B 008

Inversion candidates for the B 001,B 003 genotype called for sample id0001.

Figure 10.45 Typing table, gradient background
The Iv column shows the number of inversion candidates for a type. Double-
click the Iv number to view the inversion candidates for a particular type.
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8| <ozl ([ slu -||E®

8 Jor e |
Locus
Beats--
el Mame | Samole Name | Total Events hotes |TvoerBn
A1 blank 5200 wW
B1 0001 [58E6 B 001. B 003
S ETT
B =
| |poo1. 600z
| |enoz moo7
| 50015008
| |pom.Boin
| |soor.Boi0
| |poor.moos
| |ponsmoin
| |poos.soo0s
Ji B 001, B 004
J I YN
i B 007, B 009
B 004. 5008
5 003, -
c1 0002 4650 5 001. 8008
01 id0003 4973 I B 006 8010
E1 [ 4970 | B 001 -
F1 0005 5015 / Mo Matches
o1 0005 5152 i B o015 002
H1 0007 5660 I 5006 8010
A2 0003 4545 I B 002 8003
B2 0009 }ﬁ&ﬂ / Ho Matches
] B 002 6003
| / B o0z, -
c2 icl0010 5016 I 5001 -
D2 0011 4881 I B 001. 8003
E2 0012 }@ | B 005, 5010
'E 00013 5633 *I B 001. 5 008
Locus
Beads-= 04 05 St Std2
TuperE Am
Genotype g wacres 5 R S
call — poot.Boss 2 H

Boo1. -

/ B 007 -

B 001, - is an inversion candidate because the genotype is a possible call if
the MFI B 01 < threshold.

B 007, - is an inversion candidate because the genotype is a possible call if

the MFI B 02 is < threshold.

Figure 10.46 Typing table
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This chapter explains how to:

Generate a report
Preview or print a report

Save a report.

11.1
The Report Manager

The Report Manager enables you to select the items you want to include
in a report and preview the report.

1. To view the Report Manager, click the B8 toolbar button.
= The Report Manager appears (Figure 11.1).

It shows the types of information that can be included in a report.

Report Manager @I
. i s - |
|
| —
Iv Include Sample Information to Report Iv Include Cluster Analysis to report
[¥ Instument Status [
To add charts ta report, RIGHT-CLICK. on ¥ Backgiound Infaimation v
any chart and select "Add To Report" Iv Allele Call Parameter Settings

o Portrait  Landscape

fram the Papup Menu.

& Poat ¢ Landscape

¥ Include Allele Call Tables ta report [ dnclude Raw Data to report
[v Allele Call Table ~
[v Allele Frequency Table wl
¥ Genotype Frequency Table r
Iv Haplotype Frequency Table
&+ Puoitrait " Landscape &+ Poitrait " Landscape
|
4 Paper Size/Orientation: |LETTER / Porrait v

& Paorait ¢ Landscape

ProviewRepot | Save Setings s Defauit | tose |

Figure 11.1 Report Manager summarizes report information

2. To remove an item from the report, click the check box to remove
the check mark.

3. To include raw data (MFI, percent relative intensity, or bead count)
in the report, choose the Include Raw Data to Report option.

= The current view of the Typing table is added to the report.
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To specify a paper size and orientation for the report, make a selec-

tion from the Paper Size/Orientation drop-down list.

= The paper size and orientation is set for the report options
(sample information, cluster analysis/heat map, allele calls,
charts, and raw data).

To select the paper orientation for a single report option, click the

Portrait or Landscape radio button for the option of interest.

For example, in Figure 11.2, landscape orientation is chosen for the

raw data only.

Report Manager

)

S ample by Sampls Scatter, (1408 1] vs (h1623

Allele by Allele Scatter, [14 16126C] vs (IB 1622

W Include Sample Information ta Repart
[V Instiument Status
[ Backgiound Information
Iv Allele Call Parameter Settings:
& Pottrait " Landscape

¥ Inolude Cluster Analysis to repart
In
~

& Foitiait © Landsoape

¥ Includs Allsle Cal Tables to report
¥ Allele Call Table
¥ Alleke Frequency Table
¥ Genolype Frequency Table
v Haplotype Frequency Table
& Potrait © Landscape

[¥ Include Chatts to repart
@ Porrait " Landscape

Freview Feport

B S R ‘

I Inchude Raw Diata to repert

o
" Portrait & Landscape

-
Paper Size/Orientation: |LETTER / Porrait

r

Do |

Figure 11.2 Report Manager

Landscape orientation
selected for raw data only

6. To save the selected report options as the default, click Save Set-

tings As Default.

Adding Charts to a Report

1.

11.2

In the graph view (click the il toolbar button), right-click a chart

(graph), and select Add to Report from the pop-up menu that

appears.

= The graph name is added to the chart items list in the Report
Manager and the Chart Preview window displays a thumbnail
of the chart (Figure 11.3).
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Report Manager X

¥ Include Sample Information to eport ¥ Include Cluster Analysis to report

Chart ¥ Instrument Status o
. ¥ Background Information =
ltems list [ Allele Call Parameter Settings
@ Porral © Landscape ety Aandscas
I 1
% Include Allele Cal Tables ta report I~ Inchude Ran Data ta report
[ Allcke Call Table ~
¥ Allke Frequency Table i

¥ Genolype Frequency Table -
¥ Haplotype Frequency Table

@ Pomait  Landscape @ Porrat (~ Landscape
Chart —
i i
thumbnail
in the B ik i et Paper Size/Driertation: [LETTER /Pomiat v
@ Porral " Landscape
Chart
Preview Preview Repart Save Seltings A Defaut| Cose |
window

Figure 11.3 Report Manager

2. To add all charts to the report, right-click a chart and select Add
All Charts to Report from the pop-up menu that appears.

=> All of the chart names are added to the Chart Items list.

3. To change the display in the Chart Preview window, click the chart
of interest in the Chart Items list.

4. To exclude the graphs in the Chart Items list from the report,
remove the check mark from the Include Charts to Report option.

11.2
Working With a Report in the Preview Window
You can preview a report. In the Preview window, you can:

print the report

save the report

open a report

perform a text search in the report

Previewing a Report

1. To preview a report, in the Report Manager click Preview Report
(Figure 11.3).

= The Preview window opens and displays the report (Figure 11.4).
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7 Preview

to: EHED #R X

I
10/21/2002 12:36:32 rj

[ File Information |

<< C\Pragrarm GT\SampleDat let.cov >>

Prograrm: LUMINEX

Buid: VERSION 1769

Date: 5/29/02 1:23:45 PM

Serial Nurber L10000000000

Session: 0001-00-0123

Operator: SAMPLE

Heater Temparature: 55

Nurnber Of Samples: 72
Minimum Events: 0

[ Background Information |
[A1] beads only: Local Background
[B1] h408 blank: Local Background
[C1] h408 blank: Local Background
[A4] 116236 blank: Local Background
[B4] h16236 blank: Local Background
[C4] h16236 blank: Local Background
[A7] h16401 blank: Local Background
[B7] h16401 blank: Local Background
[C7] h164D1 blank: Local Background

[ Allele Cal Pararneters |

Parameter-Set Narne:

Bead Count Threshold: 20

Allele Call Parameter Setting Mode: Use Group(Locus) Pararneters

Prefi___Locus Narme _Ploidy __Allele Name RI% O]
[ [ ther __73A 0% %
736 |
EEN :
536 j
Fogels <] | |

Figure 11.4 Report Preview window

2. To scale the view, click the scale toolbar button # 120% and choose a
view option.

3. To close the Preview window, click the Close button .

Searching a Report

In the Preview window, you can perform a text search in the report.

1. In the Preview window click the Find text button .
= The Find text dialog box appears Figure 11.5.

Find text
Text to find
Options Orrigiry
[~ LCase sensiive = 13t page

™ Current page

[u]: | Cancel

Figure 11.5 Find Text dialog box

2. Enter the text string for the search.
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3. If necessary, choose the Case sensitive option.

Choose an Origin option for the search: 1st page starts the search at
the first page of the report or Current page starts the search at the
page currently displayed in the Preview window.

5. Click OK to start the search.

Saving a Report

1. In the Preview window, click the Save toolbar button H
= The Save As dialog box appears (Figure 11.6).

Savein: | I SampleData j =5 B
File name: ‘ Gave |
Save as hype: ‘F\enolt file [*.frp) j ﬂ

Figure 11.6 Save As dialog box

2. Select a directory and enter a name for the report (.rpt).
3. Click Save.

Printing a Report

1. In the Preview window, click the Print toolbar button =1
= The Print dialog box appears (Figure 11.7).
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Print Elr‘s_?l

Frinter

Hame [ <56 HP Laserlet 2100 Series PCL G | Propeties
Page range Copies

oAl Number of gopies: =
" Current page

" Pages: v Collate
Enter page numbers and/or page ranges, separated

by commas. For example, 1,351

Print | All pages - Cancel

Figure 11.7 Print dialog box

2. Specity a print range and the number of copies.
3. Click OK to print the report.

1.3
Opening a Report

1. Open the Report Manager (click the @l toolbar button).
2. Click the Preview Report.
= The Preview window opens (Figure 11.8).
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tiow &0 MK X

10/21/2002 12:35:32 Fj

[ File Information |

<< C:\Program Files\HitachiSoft lex GT\SampleD: 1.csv

Program: LUMINEX

Build: VERSION 1.7.69

Date: 5/29/02 1:23.45 PM

Serial Number: L10000000000

Session: 0001-00-0123

Operator: SAMPLE

Heater Temparature: 55

Number Of Samples: 72

Minirmurn Events: O

[ Backgraund Information |

[A1] beads enly: Local Background
1] 408 blank: Local Background
C1] 408 blank: Local Background
Ad] MEZ36 blank: Local Background
B4] 115235 blank: Local Background
C4] h1B236 blank: Local Background
A7) H1G4D1 blank: Local Background
B7] h1B401 blank: Local Background
C7] MB4D1 blank: Local Background

[ Allele Call Parameters |

Parameter-Set Name

Bead Count Threshold: 20

Allele Call Parameter Setting Mode: Use Group(Locus) Parameters.

Prefix Locus Mame  Ploid Allele Name RI% MF|
I I’ Other 73A 250% 35
736G
93A
93G
Pagei/s [«] |

Figure 11.8 Preview window

3. Click the Open Report toolbar button =
= The Open dialog box appears (Figure 11.9).

Laok jn: | =9 SampleDats -] = B

File: hame: [ Open
Files of type:  [Report file [* fip] = Cancel

Figure 11.9 Open dialog box

4.  Specify a directory and enter the report name (.frp).
5. Click Open.
= The report is displayed in the Preview window.
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The application options are user-modifiable settings that are applied to
all open results files (.csv) or projects (.gtp). This appendix explains the
types of options available.

A1

General Options

1. To view the general options, select Options = Set Application
Options from the menu bar.

= The Application Options dialog box appears (Figure A.1).

ication Options

ackground ] Clustering Tool } Pluging ]

Bead Name Style

f+ Locus Mame + Allele Name
£ Original Bead Mame

Start Up Window After Data Loading

& Show Table View
" Show Graph Yiew

Table View Gradation Background

[ Use Allele Call Color for gradation background

Group Calor #1 - Change Color
Group Color #2 - Change Colar

Heatmap Options
Hestmap Bar Size: |3 = Pixel(s) ! Allele

Ok | Reset All | Cancel |

Figure A.1 Application Options, General tab

In the General tab (Figure A.1), the user-modifiable settings include:

Bead Name Style Specifies how the bead set names are displayed
in the Typing table. Choose the locus and allele names or the
names entered in the Luminex” system.

Start Up Window After Data Loading Determines whether the
Project Window displays the TyE)ing table or the Multi Graph

view upon opening a results file (.csv) or a project (.gtp).
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Table View Gradation Background Enables you to choose differ-
ent gradient background colors for the Typing table.

Heat map Options Enable you to change the width of the bars in
the map.

Bead Name Style
You can specify how to display the bead names in the Typing table
(Figure A.1). Choose one of the options:

Locus Name + Allele Name displays the locus (group) name and
the allele name for each bead type (Figure A.2)

Original Bead Name displays the bead name entered in the
Luminex® system (Figure A.3).

Locus name (first row) and allele names (next row)

Locus /[ [smer | [snez | [spa | SwPd | shes |

Beais2 [t [t [t [t [iwt [t it Jmt ot [t
el Name _[Samele Mame |Total Everts hiotes [ | | [ | [ | |
B1 1 2562 50 o S0 8 a5 21 36 33 38 1
F1 B 2860 354 21 75 33 56 a8 578 an| =00 ]
A2 il 2802 B14 az 593 al 1080 43 822 B0 Ti2 5
G1 I3 2711 307 23 548 a0 313 a5 758 7 528 E
H1 7 2517 409 35 Toz 108 1244 194 04 53[ az6 g
C1 2 2652 B0S aa 725 B45 3E8 1] 44z 70 270 3
B2 El 2736 aso 33 56T 37 To0 &0 370 273 | an? [3
B3 10 3100 234 31 579 a7 36T 114 783 574 837 E
D1 3 2924 46 34 B16 BE1 20 ag1 527 61a| a4 54
E1 4 3103 age 35 BOT a1 932 80 583 85 39 81
I o dna 2 = = = = = - - - -
Figure A.2 Typing table, Locus Name + Bead Name option selected

Locus | [ [ [ [ [ [ [ [ [

Beacs-=  [SHPT wt |SMP1 mt [SMP2 wt |SMP2 mt [SNPS vt [SIPS mt |SHP4 wwt |SKP4 mt | ShPS wt [SPS mt
el Name | Samule Name | Total Events hotes \—'—'—'—'—'—'—'—’—'—
B1 1 2582 50 o 50 8 as 21 £l 33 EL] 13
F1 5 2860 s 21 75 £ 556 a8 576 g 800 a7
A2 G 2602 E14 4z 593 81 1080 ag Bz &0 Tz 50
1 I 2711 307 23" 548 an 313 a5 758 kAl 528 ED
H1 7 2517 a0 35| Toz 108 1z4a 184 704 53 aze 21
<1 2 2652 E05 aa|” 725 645 368 68 aaz 70 R 39
B2 £l 2736 450 33 567 37 o0 &0 370 273 07 68
B3 10 3100 334 31 579 ar 967 114 783 574 837 E1
o1 3 2024 346 34 E16 EE1 20 381 527 B14 aa 541
E1 4 3103 486 35| EBO07 a1 332 &0 583 85 39 g1
rﬂ o dlna: 2 = = - - - = E = = =

Figure A.3 Typing table, Original Bead Name option selected

Start Up Window After Data Loading

The Project Window can display the Typing table or Multi Graph view
when you open a results file (.csv) or a project (.gtp).

Choose:

Show Table View to display the Typing table when the Project
Window opens.
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Show Graph View to display the Multi Graph view when the
Project Window opens.

Table View Gradation Background
The Typing table with the gradient background (Figure A.4) uses a

color gradient to indicate the relative expression level of the alleles called
at each locus in a sample (a lighter shade represents a lower expression
level). Alternating colors (defaults are blue and red) distinguish the
alleles (rows) of adjacent loci (groups) in the table.

For example, in Figure A.4, the alleles of the first locus (92R7) are
highlighted with a blue color gradient that represents the relative
expression levels of the called alleles (a lighter color shade indicates a
lower expression level). In the next locus (Amel), a red color gradient
highlights the relative expression levels of the called alleles. Alternating
blue and red color gradients represent the relative expression levels of
the remaining loci in the table.

Locus (group) names (first row) allele names (next row)

[Dvssm | g

Llocus | [azr7 | [ame | [ows1sg |
o |e

Beads L |C [T |« | = It
WWell Mame: Samuple Name Total Events Motes
Et cmss 26 2000
Fi cmss 26 2000
o1 emss 2¢ 2000
c2 7 da 2000
D2 cm37 4h 2000
E2 37 4c 2000
G2 wim22 55 2000
H2 wim32 5 2000
c3 s 6 2000
A3 cm39 Ba 2000
B3 3 6 2000
F2 wim32 5& 2000
B1 o3 15 2000
= o33 16 2000
b1 o33 1 2000
H1 omd 32 2000
A2 bmd4 3h 2000
B2 o 3¢ 2000
a1 ren 2000
03 ren 2000

Blue color gradient represents/ T Red color gradient represents
relative intensity for alleles relative intensity for alleles
called at the first locus (92R7) called at the next locus (Amel

Figure A.4 Typing table, gradient background
The default gradient background (alternating red and blue) shows relative
expression levels of the alleles called in each sample.

Changing the Gradient Background Colors

You can change the default gradient background colors in the Typing
table or you can apply the group colors (specified in the Parameter
Setting dialog box) to the Typing table.
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NOTE: When you change the Group #1 or #2 color, the new color
= is also applied to the graph points in the Sample by Sample

‘ scatter graph and the x-axis and y-axis thresholds in the Allele by
| — | Allele scatter graph.

To select a different Group #1 or Group #2 color:

1. In the Applications Options dialog box (Figure A.1), click Change
Color for Group #1 (or Group #2).

= The color palette appears (Figure A.5).

Color P
B asic colors:

_ Ul e 0 i
H TN~ NN

LCustom colors:
EEEEEEEEN
EEEEEEEEN

Defing Custom Colors »»

Cancel

Figure A.5 Color palette

2. To select a predefined color, click one of the basic colors.
3. To define a custom color, click Define Custom Colors.

= The color palette shows the custom color options (Figure A.6).
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Basic colors: L
I Custom color field
Hml

~— Luminosity slider

|— Color swatch

Tue: ’ﬁ Bed: ’ﬁ
Sat: ’ﬁ Green: ’ﬁ
| ColorlSelid | o [150  Bue: [173

Cancel Add to Custom Colars |

Figure A.6 Color palette, custom color options

4. 'To define a color, use the click-and-drag operation to move the
cross hairs in the custom color field. Adjust the color brightness
using the luminosity slider.

= The Color swatch shows the color selection.

5. When you are finished defining the color, click Add to Custom
Colors to apply the color, and click OK.

= The new color is displayed in the Applications Options dialog

box.

6. Click OK in the Applications Options dialog box to close the dia-
log box and apply the color to the Typing table gradient back-
ground.

7. To apply the group colors to the Typing table, choose the Use
Allele Call Color for Gradation Background option (Figure A.7).
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&1 Application Options

l Background ] Clustering Tool ] Plugins 1

Bead Name Style

' Locus Mame + Allele Name
" Criginal Bead Mame

Start Up Window After Data Loading

' Show Table view
" Show Graph Wiew

Table Yiew Gradation Background

[ Use Alele Call Color for gradation background

Group Color #1 - Change Colar
Group Color #2 - Change Colar

Heatmap Options
Heatmap Bar Size: |3 = Pixel(z]) [ Allele

Ok | Reset All | Cancel |

Figure A.7 Application Options, General tab

Heat Map Options
The default bar width is 6 pixels. To change the bar width, make a

selection from the Pixels/allele drop-down list (1 pixel = minimum
width, 10 pixel = maximum width).

A2
Background Options

The MasterPlex™ GT software can automatically identify the negative
controls in a results file (.csv) by searching for key words in the sample
name. In the Background tab of the Application dialog box, you can set
the key words that identify a negative control.
1. Select Option Set = Application Options from the menu bar.

= The Application Options dialog box opens (Figure A.8).
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B Application Options

General EBECKBFUUFM Clustering Tool I Pluging ]

Automatic Background Sample Recognition

[v Perform automatic Background Sample Detection on data load
Background Keywards

head only Al Mew Heyword
beacs anly

bkg

backorounc

hlank

MOTE: These parameters are effective only to new projects

Ok | Reset Al | Cancel |

Figure A.8 Application Options, Background tab

Click the Background tab.

3. Choose the option Perform Automatic Background Sample
Detection on data load.

4. 'To define a keyword, click Add New Keyword, enter the key-
word(s) in the dialog box that appears, and click OK (Figure A.9).

= The keyword is added to the Background Keywords list (Figure
AB).

NOTE: A keyword added during a session is applied only to
subsequently opened results files (.csv) or projects (.gtp).

Add a Background Keyword rz|

Input & nesw kesysword for backgrounc

Figure A.9 Add a Background Keyword dialog box
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5. To delete a keyword, select the keyword you want to delete in the
Background Keywords list and click Delete Selected Keyword. At
the prompt, click Yes.

A3

Clustering Tool Options

You can have the Clustering Tool window (Figure A.10) open in the Multi
Graph view when you work with the Multi Compare, Depth, or Sample
by Sample scatter graph. You can adjust the transparency of the
Clustering Tool window.

NOTE: This option is only available for the Windows™ 2000 or XP
operating system.

SampleSmall Clustering Tool §|

N.M.Min F.N.Max Median Centroid
-

B.G.Lirk | ‘Ward's Flexible ¥
s Genotype ( Expression

Figure A.10 Clustering Tool window

1. Select Option Set = Application Options from the menu bar.
= The Application Options dialog box opens ((Figure A.11)).

m Application Options

General ] Background C' U'} Pluging I

Clustering Tool Window
Transparency: 10%

J )

MOTE: Transparency is effective only on Windows200004P platform.

Ok Ressat Al | Cancel ‘

Figure A.11 Application Options, Clustering Tool tab
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2. Click the Clustering Tool tab.

3. To increase or decrease the Clustering Tool window transparency,
click and move the slider to the right or left.

A4
Plug-ins

This tab shows plug-in applications that are available to the
MasterPlex™ GT software.

1. Select Option Set = Application Options from the menu bar.
= The Application Options dialog box opens ((Figure A.12)).

& Application Options

General I Background I Clustering Tool  Plugins l

Plugins Selection

Ok | Reset All | Cancel ‘

Figure A.12 Application Options, Plug-in tab

Click the Plug-in tab.

3. Place a check mark next to the plug-in application that you want to
use with the MasterPlex» GT software.

The plug-in aprplication automatically starts the next time
MasterPlex GT is started.
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4. 'To disable a plug-in application, remove the check mark next to the
it.

A5
Resetting the Application Options

To return all user-modifiable settings to the factory set defaults, click
Reset All (Figure A.12).
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The project options and user-modifiable parameters are the default
settings that the MasterPlex™ GT software applies when you open a
results file(s) (.csv) and start a new project. You can set defaults for the:

allele calling algorithm

Typing table view

Multi Compare and Depth bar graph display
Allele Call table view

cluster analysis tool

These settings apply only to new projects. This appendix explains the
types of options available to you and the user-modifiable parameters for
new projects.

To view the project options and parameters:

1. Select Option = Set New Project Default Parameters from the
menu bar.

= The New Project Default Parameters dialog box opens (Figure
B.1).

1 New Project Default Parameters Q@

e Call Params 1 Table View} Graph V\ewl Allele Call Viaw] Cluster Analysis}

Allele Call General Dptions

[ Parameter setup for the individual bead.
v Use group color for Chart and Allele Call Table

Minimum Events: [20 *| count for each bead

Plaidy: ¢ Diploid ¢ Haploid & Other

Allele Call Parameters
s Use Relative Intensity for Allele call
Reportable Level: 29 | % of tatal intenzity
Intensity Threshold: |35 =1 MFI)

" Intersity based Allele Call
Call arything bigger than |50 | MFl as anAllele

MOTE: These parameters are effective only to new projects.

| Ressttl | Cancel |

Figure B.1 New Project Default Parameters dialog box, Allele Call
Parameters tab
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B.1
Allele Call Parameters

In the Allele Call Parameters tab (Figure B.1) you can specify defaults
for the Parameter Settings dialog box (Figure B.2).

Allele Call General Options
Parameter setup for Choose this option to specify allele call parameters

the individual bead for an individual bead type.

Use group color for Choose this option to display the group colors
Chartand Allele  (specified in the Parameter Settings dialog box) in

Call table the Allele Call table, Multi Compare graph, and
Depth graph.
Ploidy Choose a ploidy option for the sample data. (Note:

‘Other’ ploidy is the same as haploid.) The type of
ploidy affects the allele frequency calculation.

Allele Call Parameters

Use Relative Intensity The software calls the allele if all of the following
for Allele Call conditions are met:

R, jje1e 2 user-specified RI threshold

MFT, 1 > user-specified intensity thresh-
old

Intensity Based Allele The software calls the allele if the MFI .. >
Call user-specified absolute intensity threshold
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B Parameter Setting

Group et | ﬂ

Cancel Ok
Save sefting as | Import Setting |

v Parameter setup for the individual bead. Minimum Everts: |20 count for each head

W Use group color for Chart snd Allsle Call Table Lookup Takle

( pretix | Groupname [ Type | Lookup Table | aiiele Mame | ssReportable Level | ntensity Threshald | call intensty |

>

1A 14 Cither

16126C 250% 35 B
1612928 250% 33
Ancerson 250% 33
1B B Crther
16217C 250% 33
162237 250% 35
16224C 250% 33
Ancerson 250% 33
IC1 Iz Cther
16292T 16... 250% 33
162947 250% 35 b

Groupsaliele Idertifier

Group Prefic # of beads in this group: 4 * Edit Bead Names
Croup Mame: Change Color

Plaihy: o ~ |

Allele Name:  [16124C r
-

Allele Call Parameters for 14 16124C

" Use Relstive Intensity for Allele call
Reportable Level:  |25.0 9% of total intensity
Intensity Threshald: |35 ()]

" Intensity based Allele Call
Call anything bigget than MFl 3= an Alels

Apply to all beads

Figure B.2 Parameter Setting dialog box
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B.2

Table View

In the Table View tab (Figure B.3) you can specify display defaults for
the Typing table.

eters M=l 3
Graph V\ewl Allele Call Viewl Cluster Ana\ys\sl

New Project D

Allele Call Params

value To Show

| iediusted] MFI =l

Cell Background Coloring Mode

* 2 Tone Mode [Striped by every other group]
™ Gradation Mode [Change color strength based on the relative intensity]

ok | Resatal | Cancel |

Figure B.3 New Project Default parameters dialog box, Table View tab

Value to Show

Make a selection from the drop-down list to specify the default Typing
table view that is displayed when you open a results file (.csv) or project
(.gtp). Choose from the following data formats:

percent relative intensity
background-adjusted MFI

bead count
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Cell Background Coloring Mode

2 Tone Mode

Gradation Mode

Choose this option to use alternating colors to
distinguish loci (groups) in the Typing table (Figure
B.4).

Choose this option to use a color gradient to indicate
relative percent intensity of the alleles in a group
(Figure B.5).

#sjocl =3l |- |0

Locus i B | fer s
leacs» 16124c_[161260 [181294 [andersorf16217c 162237 [16224c [andersor]1ezaar 1] -
el bere__[Same Name TctelEverts _|notes M
F1 8.1 5162 Samule Emety T
F3 4810 g5 Samule Emety [
(a1 eeds oo new (2253 [Samule Emety o
|B_4 loeacs new [zt Samole Emely
o eegsold [Samule Emety
Samule Emety

(Sample Ematy.

|Samnle Ematy.

|Samnle Ematy.

|Samnle Ematy.

|Samnle Ematy.

|Samnle Ematy.

|Samnle Ematy.

Z Samoe Emety 0
3 5.4 |§41 Samole Emety 0
= 7.4 5462 Samoe Ermety 2
m 4.4 [5e25 Samoe Ermety !
o1 7.5 4353 Samue Ermety [

[Samse Emetv

Figure B.4 Typing table, two tone mode (stripe background)
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Figure B.5 Typing table, gradient background

B.3
Graph View

Locus 18 B [ |

Beads-» 16124c |18126C [181298 |andersor|te217c |182237 [18224C [andersor|
Well Name | Sample Name Totel Everts otes: | | |
F1 45-1 5182 Sample Emoty 0 T 121 &1 125 &0s
F2 45-1 5288 Sample Emoty ! 12 122 &1 [EI
Fa 45-1d 5305 Sample Emoty ! 10 130 &5 vz el
a1 beads anly new 2253 Sample Emoty - - - - - - -
Ba beags new 1787 Sample Emoty - - - - - - - -
ca beadsold a5t Sample Emoty - - - - - - - -
B2 47-1 7815 Sample Emoty s 5 L) 153 &5 135 [ a04
B3 47-1d ) Samole Emoty 5 8 s [ 158 1 140 200
B 471 '5551 9 Samole Emoty 4 5 - [ 137 s 185 s07
c1 472 ss18 Sample Emoty 0 2 ! : g a7 il 208
c2 472 5409 Sample Emoty : 2 2 : s e 53 182
c3 47-2d 115 Sample Emoty ! 2 2 : 53 45 57 185
o1 452 5122 Sample Emoty 0 8 ! ! 50 a 50 187
c2 432 5135 Sample Emoty ! [} 2 [ 59 45 53 187
a3 48-2d s012 Samole Emoty o 1 1 z 3 38 510 181
Et 47-4 IEusa Sample Emoty ! 0 2 ! ! ! ! !
a2 45-4 017 Sample Emoty : ! ! : ! ! 2 :
E2 47-4 3109 Sample Emoty 0 0 2 ! ! 0 ! -1
a3 45-4 5741 Sample Emoty 0 ! ! : 8 ! 2 :
= 47-49 5452 Sample Emoty : ! 2 ! 2 0 ! :
a4 45-4q 5428 Sample Emoty ! ! 2 : 2 0 ! :
D1 473 4359 Sample Emoty ! 2 - [ 8 ! 2 :
D2 473 ssa7 Sample Emoty ! ! 2 ! L) [ 5 :
D3 47-3d '@52 Sample Emoty 0 2 2 ! L) [ 8 !
H1 453 Sample Emoty : 2 ! [ 2 ! L) [

The settings in the Graph View tab (Figure B.6) specify the defaults for

the Multi Compare and Depth graph display.

1] Project Default Parameters @@
|

Allele Call Params | Table iew | Braph¥iew | Allele Call View | Cluster Analysis

Allele Call General Options
v Show Legend
[ Show Sample labels (Tags)
Lahel Tilt (0ta 90 degree)

Allele Bar Graph Options

Iv View 3D Graph
[~ Show Gradation
Iv Paint Called Allele Only
Iv Graph MFI ¥alug [Use Relative Intensity, if not checked)
[~ Show MFI/RI thieshald lines in bar graphs
Bottom Axis Labels: | Vertical Label
[ Thim out labels
[~ Show Locus name and Allele Name:

Heatmap Options

Iv Show Heatmap

o | Resetal | Cancel |

Figure B.6 New Project Default Parameters, Graph View tab
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Allele Call General Options

Show Legend Choose this option to display the allele name legend
in the Multi Compare graph.

Show Sample Choose this option to display the allele names in the
Labels (Tags) =~ Multi Compare and Depth bar graphs (Figure B.7).

Label Tilt Move the slider to the right to rotate the allele name
labels counter clockwise in the Multi Compare graph.

Allele Bar Graph Options

These are display options for the bars that represent alleles in the Multi
Compare and Depth bar graphs.

Option
View 3D Graph

Show Gradation

Paint Called Allele
Only

Graph MFI Value
(Use Relative
Intensity %, if not
checked)

Show MFI/RI
threshold lines in
bar graphs

Vertical Label
Thin out labels
Show Locus Name

and Allele Name
Show Heat map

Choose this option to...

Display three-dimensional bars in the Multi
Compare graph (Figure B.7).

Display the Multi Compare and Depth graph bars
using a color gradient (Figure B.8).

Apply the group color only to the bars that represent
called alleles in the Multi Compare and Depth bar
graphs and the graph legends (Figure B.9).

Plot background-adjusted MFI data in the Multi
Compare and Depth bar graphs. If this option is not
chosen, the bar graphs plot percent relative intensity
(Figure B.10).

Display the threshold lines in the Multi Compare
bar graphs (Figure B.7).

Display labels vertically along the x-axis of the
graphs.

Show a subset of the labels along the x-axis of the
graph so that none of the labels overlap.

Show both the locus (group) and allele name on the
x-axis of the graph.

Display the Heat map in the Multi Graph view.

MasterPlex GT  www.miraibio.com B.7



APPENDIX B
PROJECT OPTIONS & PARAMETERS

MF| - Background

MF| - Background

110
105 |
100 |
EER
a0 |
85
S50
75
70
65
60
55
a0
45 4
40 4
35 4
30 4
23 4
20 4
15 4
10 4
5

Adjusted MFLof 1 (B1)

Ll L
SHP1  ShP2

LN
SHP3

T
SHP4

Adjusted MFIof 1 (B1)

i i
SHPE SMPM1OD

E@dl==l foccolME-==-IMl-=-cclod-cc] bococ|Mle=aac| === oo=<|W==== ===

agdl-cd b lBl I ool Lo || feeee] oo |ll==-= A

g Fend (Ee eI H | -- ===

35 4 - - - -

ot Hb------ - - B [ R

254--4 |----1 [-=-- A H bt -- -- - |----- ---

ot - A HE-- - o - B R

154 - A HL-- - - - - -

10§ == == A H - == == == == ==

a T T T T T T T T T
SHP1 SHPZ2 SHP3 SHPa SHPS SHPE SMPT SHPS SMP3 SHP10

Figure B.7 Multi Compare graph, 3D bars (top), 2D bars (bottom)
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FI - Background

MF| - Background

Acjusted MFI of 1 (B1)

110 +
105
100 -
a5 4
a0 4
&5
a0
75
7o
65
60
55 4

o i
SMPS  SNPE

Adjusted MFlof 1 (B1)

110
105 |
100 |
95 |
an |
85 |
a0
75
ELE
65
&0
55
50
45
40
35
30
25
20
15
10

ShIPT

-5
SMPZ SHP3

. P o L
ShP4 SMPS SMPE SNRT

i ' o
SMPE  SMPZ SNP10

Figure B.8 Multi Compare graph, solid color bars (top), gradient color bars

(bottom)
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Adjusted MFl of 1 (B1)
10 : : : : : : . : :
105 |
100

95 4
a0 4
55
50
75 4
70
65
G0
935
50 4
43
40

MF| - Background

35 |
30 4
25 4
20
15 4
10 |
5
0l | A
SNP1 ShPZ

100
a5 §
a0 -
55 §
80 5
75
70
B5 §
50
55 4
S0

as 4

MFI - Background

40
35
30
25 |
20
15 §

10 §

o lesm |

Ul il . T I L e . [l
SEMP1 SMPZ2 SMPS =rPa SRS SMPE SMPY EMPS SRP3 SRP10

Figure B.9 Multi Compare graph, only called alleles painted (top), all alleles
painted (bottom)
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IF| - Background

Relative Intensity(%)

Figure B.10 Multi Compare graph, background-adjusted MFI data (top),

Adjusted MFI of 1 (B1)

110 4
105
100
a5 |
90 |
85 |
20 |
75 |
70 |
65
60 |
55 |
50
45 |
40
35 |
30
25 |
20§
15
10§

0 le
SNP1

i e -
ShP2 SHPE  SMPT

Relative Intensity(%%) of 1 (B1)

LN
SHPE

i N
SHPE SHP10

100% -
95% |
90% |
5% |
0%
T5%
T0% |
E5% |
B0% |
55% |
0% |
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40%
35%
30% |
25% |
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0% e

ShiF1
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percent relative intensity data (bottom)
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B.4
Allele Call View

In the Allele Call View tab, you can specify defaults for the Allele Call
table.

1 New Project Default Parameters

Allele Cal Paramsl Table View} Graph View :K‘] Cluster &nalysis

Genotype Lising Direction

(¥ Vertical
™ Horizontal

Allele call Table Background Coloring

" Paint alleles with colar if genatype is same a3 the reference
s Paint alleles with colar if genatype iz different fram the reference

Allele Call Table Options

Iv Enable Reference Sample Selection

¥ Show """ when number of alleles is fewer than the reference

| Ressttl | Cancel |

Figure B.11 New Project Default Parameters, Allele Call View tab
Genotype Listing Direction

Vertical Choose this option to display genotype calls
in a vertical list in the Allele Call table
(Figure B.12).

Horizontal Choose this option to display genotype calls
in a horizontal list in the Allele Call table
(Figure B.12).
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&1 Allele Cal

BG el @R - X
Allele Cal IAHEIE Frequency | Genotype Frequency | Haplatype Frequency |
|18 18 101 [1c2 1o 1181|1142 |1 [me [up ~
© [F1]48-1 ¥ 18126 Anderson =
© [F2]48-1 [¥ 16126C  Andersan
© [F3]48-1d [¥ 16126C  Andersan
 [Al]beads only new
" [B4] beads new
~ [C4] beadsold
 [B2] 47 [¥  andersan  Anderson
© [B3]47-1d [# | Anderson  Anderson
© [B1]47-1 [¥  anderson 621G
Anderson
©[C1]47-2 v - anderson | Anderson | 16311C 163827
16311C 183207
©[C2]47-2 |- anderson  Anderson | 16311C 163627
16311C 183207
© [C3]47-2d v |- Anderson | Anderson | 16311C 163627
16311C 183207
© [G1]48-2 v |- Anderson | 162947 | Anderson 163627
© [G2]48-2 v |- Anderson | 162947 | Anderson 163627
© [G3] 48-2d v |- Anderson | 162947 | Anderson 163827
~ [E1]47-4 C— 195C | EGEE
"~ [AZ] 48-4 C— 195C | E&EG
"~ [Ez]47-4 v 1o5C | B8
~ [A3] 46-4 c2 is5¢ | EGER
~ [E3]47-4d C— 195C | E&EG
~ [A4] 48-4d v io5C |HEE ~
<3 2

Allele Call

ol - %]

Allele Call IAHeIe Frequency ] Genotype Frequency I Haplotype Frequency 1

18 [18 101 [1c2 1o [ma1 [1az |1e ~
© [F1] 48-1 |[#_1e126C__ Anderson
" [F2] 48-1 [¥ | 15126C  |Anderson
~ [F3] 48-1d [¥ 16126C | anderson
~ [A1] beads only new
~ [B4]beads new
~ [C4] beadsold
" [B2]47-1 [¥  Anderson | Anderson
" [B3]47-1d [ Anderson | Andsrson
"~ [B1]47-1 [¥  anderson | P62, Anderson
"~ [C1]47-2 [+ - Andersan Anderson | 16311C,16311C 163207 16362T
 [C2147-2 v - Anderson Anderson | 16311C,16311C 163207 | 163621
"~ [C3]47-2d v - anderson anderson | 16311C,16311C 163207 | 163627
~ [G1] 48 v Andersan 162047 | Anderson 163827
"~ [G2]48-Z [v - Anderson 162347 | Anderson 163627
"~ [G3]48-2d v - anderson 162947 Anderson 163627
~[EL] 474 ca-
~ [Az] 48 v
CE2l474 v
© [A3] 484 2
~ [E3] 47-4d -
~ [A4] 48-4d v
~ [D1]47-3 v 73iA 936G Anderson
~ [D2] 47-3 v - B 73/ 936 Anderson | s
) | >

Figure B.12 Allele Call table
Vertical allele name list (top), horizontal allele name list (bottom)
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Allele Call Table Background Coloring

You can sort the Allele Call table by expression level (MFI data) or
haplotype to a user-selected reference sample. The Allele call table

displays the reference sample in the top row of the table.

Paint alleles with color if
genotype is same as the
reference

Paint alleles with color if
genotype is different from
the reference

Choose this option to paint (highlight)
alleles in the Allele Call table that have the
same genotype as the user-selected
reference sample (Figure B.13). The group
or allele color is applied (depending on what
was specified in the Parameter Setting

dialog box).

Choose this option to color alleles in the
Allele Call table that is do not have the
same genotype as the user-selected
reference sample (Figure B.13). The group
or allele color is applied (depending on what
was specified in the Parameter Setting
dialog box).
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Bl Allele Call - Sample2 (Sample2.gip)

ea[E= || [mla—

Allgle Call ] Allele Freguency | Genatype Frequency | Haplotype Frecuency |

|18 |18 |11 [1c2 | [11a1 |18z 1B ~

< [c1]47-2 I Andsrson Andsrson | 16311C,16311C 163207 163621

~[C2]47-2 [~ Anderson Anderson  16311C,16311C 163207 | 163627

~ [C3]47-2d v anderson anderson  16311C,16311C 16320T | 16362T

[ [ [ I3 Anderson 16284T  Andersan,--- 163627

~ [G2] 48-2 ICd Anderson 162947 Anderson,--- 163621

1 (0 [ I Anderson 16284T  Andersan,--- 163627

~ [B2]47-1 ¥ anderson | Anderson | | =2 | |

~ [B3]47-1d ¥ | Anderson | Anderson [

" [F3]1+48-1d [V |16126c | anderson - =

~ [B1]47-1 [¥ | Anderson | EEZL#E,Anderson - |

~ [F1]48-1 ¥ 1e126C Anderson | | |

" [F2]48-1 v 1s126C Anderson =

™ [A1]beads only new

~ [H1]46-3 Icd [ = 73934 1S2C

~ [H3] 48-3d v B = [] 73G 934 1520

™ [HZ] 46-3 Icd [ = 736934 1S2¢

~ [Dz1473 Icd [ = 734 | 936 Anderson

~ [D3147-3d Icd [ = 73A | 936 Anderson

~ [D11473 Icd [ = 734 | 936 Anderson

~ [C4] beadsold

~ [E2] 474 v B = B

~EIT47-4 Icd B = =

~ [AZ] 484 Ica [ = -
B I

Allele Call - SampleSmall
LIE
Allele Call l Allele Frequency ] Genatype Frequency ] Haplatype Frequency ]
|mt [snpz [snwp3 [swea [swps |snee [snez [sweas [snes [snpio
« [a2]8 ¥ wb b i ik ik Wk Wk wk ik k.
© [H1]7 ¥ wbwk i ik ik ik Wk wt ik it
~[B1]1 ¥ wt wi wk,rk ik wk wk W Wk wk
~ [B2]9 ¥ Wtk wi W,k wk wk Wk Wk Wk
~ [F1]5 T wk ik ik ik wk wk ik b
~[G1]6 L wk ik ik ik wk wk ik b
~ [B3]10 CR i wt,mb it ik wk ik wi it
r 1]z ¥ wik,mE ik i i wt wt wt wt wit
~[E1]4 |7 wi wk wE wik mk mk wk wE wi ik
~ [D1]3 C wh,mt | mk wk,mE | mk ik wk ik ik ik
 [Allnodna |» B = [ ] - - | | - B
£ [m| >

Figure B.13 Allele Call table
Same genotypes painted (top), different genotypes painted (bottom)
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Allele Call Table Options

Enable reference sample Choose this option to display the reference
selection sample selection radio buttons in the Allele

Call table (Figure B.14).

Show “---” when number Choose this option to help identify samples
of alleles is fewer than the that have fewer called alleles than the
reference reference sample (Figure B.14).

&1 Allele Call - SampleSmall (SampleSmall.gtp)

oo =| |9 Wlm~ x|

Allele Call ]Alle\e Frequency ] Genatype Frequency 1 Haplotype Frequency 1

~ [swp1 [snpz [swp3 [swpa [snes [swpe [snp7 [snes [swpa [swpio A
1]z [V Tt (23 wh wE wt b wh wE (23 wh
mk wt Wt wi it wt Wt wh wt
Radio ~ (8111 CAr Wt wt wit we ot wt wt wt wt
buttons for ik wk it wi it wit Wt wh wk
selecting a "~ [Azl8 M lwb o wt o wb Wb Wb Wb Wb Wb Wbt
reference ik wk it wi it wit Wt wh wk
Sample are Gk AT wt wt wt wk ik wt wt wk wt
available ik wk it wi it wit Wt wh wk
~ 219 ¥ e wk wk wt wt ik wk wE (23 wk
ik wk ik wi it wi wt wh wk
AHIT7 ¥ lwb o wt o wb Wb Wb Wt wb Wt Wb Wb @
< >

&1 Allele Call - SampleSmall (SampleSmall.gtp)

/s mial- x|

Allele Call ]Alle\e Frequency ] Genotype Fregquency 1 Haplotype Frequency 1

[snp1 [swpz [swps [swpa [snps [swee [sne7 [swps [swea [sweio | o
[c1]2 v it Wt e Wt Wt ] ] e ]
mt ik wk wE (23 wk it wk ik
[B1]1 I wt it Wt Wt i 7] it i
wk ik wk wE (23 wk wt wk ik
[Az]18 v @ W wt it Wt Wt i 7] it i
wk wlk wk wt (23 wk wt wk wlk
[F115 v @ W wt it Wt Wt i 7] it i
wk wlk wk wt (23 wk wt wk wlk
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Figure B.14 Allele call table, reference sample selection enabled (top),
disabled (bottom)
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B.5
Cluster Analysis

Default Cluster Analysis Make a selection from this drop-down list to

Method

Cluster Analysis By
Expression

Cluster Analysis By
Genotype/Haplotype

B New Project Default Parameters
Allele Call Params | Table Wiew | Graph View | Allele Call view | Chisier&n

Default Cluster Analysis Method

set the default cluster analysis tool.

Choose this option to cluster samples
according to the MFI data.

Choose this option to cluster samples

according to the genotype of all the alleles.

[ward's Methad

£ Cluster Analysis By Exprassion
&+ Cluster Analysis By Genatyps/Haplotype

Parameter for Flesible Method:  |-0.25 s

Default Cluster Analysis Options

El

ok | Resetall |

Cancel |

Figure B.15 New Project Default Parameters, Cluster Analysis tab

B.6

Resetting the Default Parameters

To reset the options and parameters to the default factory settings, click
Reset All (Figure B.15). At the prompt, click OK.

MasterPlex GT ~ www.miraibio.com B.17



APPENDIX B
PROJECT OPTIONS & PARAMETERS

B.18 MasterPlex GT  www.miraibio.com



APPENDIX‘TOOLBARS

CA1

Main Toolbar

mibdl=]

il | &[0 |m| )=

Figure C.1 Main toolbar

Table C.1 Main toolbar buttons and functions

Main
Menu Bar Toolbar
Command Button Function
File = Open |__h| Displays the Open dialog box so that
CSV File a Luminex” results file (.csv) may be

opened.

File = Open Displays the Open dialog box so that
Project File a project (.gtp) may be opened.
File = Save Displays the Save As dialog box so
Project that a project (.gtp) may be saved.

Displays the Typing table for the
active results (.csv or .gtp).

Displays the Multi Graph view for
the active results.

Opens a window that displays the
Homology table and chart for the

active results.

Function =

Displays the Allele Call table for the

B B & > FAE O

Allele Call active results.
Opens the Report Manager.
Window — Tiles the Typing table and Multi
Cascade Graph views for the active results in a
cascade.
Window — Tile Tiles the Typing table and Multi
Horizontally Graph views for the active results
horizontally.
Window — Tile Tiles the Typing table and Multi
Vertically Graph views for the active results

vertically.
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C.2
Typing Table Toolbar

B %o & L= =lul] &]-| Ee|

Figure C.2 Typing table toolbar

Table C.2 Typing table toolbar buttons and functions

Typing Table

Toolbar Button Function

@ Opens the Parameter Setting dialog box for
the active results (.csv or .gtp).

D.»"HIII Displays the relative intensity (r) of each allele
in a group.

e Displays the background-adjusted MFI data
for the alleles in the Typing table.

To.a Displays the bead count data in the Typing

table.

Displays the allele rows of the first locus
(group) in the Typing table with a blue
background. Displays the allele rows of the
next locus with a white background. This
alternating use of color distinguishes the allele
members of each group and gives the table
background a striped appearance.

Uses a color gradient to indicate the relative
— expression level of the alleles called at each
locus in a sample (a lighter shade represents a
lower expression level). Alternating colors
(defaults are blue and red) distinguish the
alleles (rows) of the loci (groups) in the table.

Displays the dendrogram.

Displays the Multi Graph view for the active

results.

Ll =L,

Sorts the samples in the Typing table by
homology to the expression levels of a user-
selected sample.
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Table C.2 Typing table toolbar buttons and functions

Typing Table
Toolbar Button

£

Function

Resets the samples in the Typing table to the
default order (the order that sample data were
acquired in the Luminex” system).

B

Show the Typing table with a separate tab for
each locus.

©)

Displays a Type column for each locus in the
Typing table.

C3

Multi Graph View Toolbar

Figure C.3 Multi Graph view toolbar

Table C.3 Multi Graph view toolbar buttons and functions

Multi Graph View
Toolbar Button

Function

Opens the Parameter Setting dialog box for the
active results (.csv or .gtp).

Displays 3-dimensional bars in the Multi
Compare graph.

Displays allele name tags in the Multi
Compare and Depth bar graphs.

Displays a legend of allele names for the Multi
Compare and Depth bar graphs.

17| & Q&

Displays the bars in the Multi Compare and
Depth bar graphs with a color gradient.

Displays the MFI and RI thresholds in the
Multi Compare bar graphs.

Paints only the called alleles in the Multi
Compare and Depth bar graphs.

Displays the x-axis labels vertically in the Multi
Compare graph, Depth graph, and Threshold
editing tab.
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Table C.3 Multi Graph view toolbar buttons and functions

Multi Graph View
Toolbar Button

g

Function

Includes the group and allele name in the x-
axis label of the Multi Compare graph, Depth
graph, and Threshold editing tab.

i

Displays a subset of the x-axis labels so that
none of the labels overlap in the Multi
Compare graph, Depth graph, and Threshold
editing tab.

He,

Plots the background-adjusted MFI data in the
Multi Compare and Depth bar graphs.

RI

Plots the percent relative intensity data in the
Multi Compare and Depth bar graphs.

%=

Puts the Multi Graph view in Two Sample
Comparison mode that enables you to plot a

Sample by Sample scatter graph.

Hides or unhides the Heat map in the Multi
Graph view.

Creates a dendrogram of the samples in the
active results and displays the Clustering Tool
dialog box.

Displays the Typing table.

Use the slider to adjust the display angle for the
name tags in the Multi Compare graph.

Displays a drop-down list of size options for

Hx1.0 the horizontal dimension of the bars in the
Multi Compare and Depth graphs.
Vol 0 Displays a drop-down list of size options for

the vertical dimension of the bars in the Multi
Compare and Depth graphs.
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MasterPlex™ GT

A
Allele by Allele scatter
graph, 8.21—8.22
allele call
intensity based, 6.2
intensity-based, 6.5
relative intensity, 6.2, 6.3—6.5
allele call parameters
group and allele color, 6.8—6.12
settings and options, 6.1—6.2,
B.2-B.3
Allele Call table, 7.11
setting defaults, B.12—B.13
sort by expression level, 7.18
allele color, 6.8—6.12
allele frequency, 7.20
allele name
editing, 3.4, 6.6
ambiguity candidates, 10.34

bead name
conventions, 3.1-3.4
editing group or allele
name, 3.4, 6.6
options, 3.4, A.2

C

cluster analysis, 9.1—9.4
selecting default method, B.17
tool options, A.8

controls
global negative, 5.1—5.2
local negative, 5.1—5.2
removing, 5.3
setting automatically, 5.3
setting manually, 5.2

copy

graphs, 8.23
cross talk
define in lookup
table, 10.18—10.20

D

dendrogram, 9.1-9.4

Depth bar graph, 7.25

Depth graph, 8.8
options, 8.10—8.15

E

editing
allele name, 3.4, 6.6
group name, 3.4, 6.6

G

general parameters
define in lookup
table, 10.20—10.21
genotype frequency, 7.21
graphs
Allele by Allele scatter
graph, 8.21—8.22
copying, 8.23
Depth, 8.8
Depth bar, 7.25
Depth options, 8.10—8.15
display options, B.6
Multi Compare, 8.6
Multi compare, 7.25
Multi Compare
options, 8.10—8.15
printing, 8.23
Sample by sample scatter, 7.27
Sample by Sample scatter
graph, 8.19—8.21
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group color, 6.8—6.12
group name
editing, 3.4, 6.6
group set
creating, 6.12
importing, 6.13
selecting, 6.13

H

haplotype frequency, 7.22
hardware requirements, 2.1
heat map
options, A.6
HLA typing, 10.29-10.33
overview, 10.1—10.2
Homology table and chart, 7.23

I
import

lookup table, 10.3—10.5

installing MasterPlex GT, 2.1-2.4

license, 2.3
intensity based allele call, 6.2
intensity-based allele call, 6.5

inversion candidates, 10.35

L

license, 2.3
information, 2.4

lookup table
copying, 10.28
creating, 10.6—10.21
define type, 10.9—10.14
deleting, 10.28
editing, 10.22—10.24
exporting, 10.24—10.27
importing, 10.3—10.5
set general

parameters, 10.20—10.21

set standards, 10.14—10.17
specifying cross

talk, 10.18—10.20
Lookup Table Editor, 10.6

M

MasterPlex GT analysis
overview, 3.8—3.19

minimum events, 6.2

Multi Compare graph, 8.6
options, 8.10—8.15

Multi compare graph, 7.25

Multi Graph view, 4.5, 8.1
Multi Compare graph, 8.6
sorting by expression level, 8.3

N
negative controls
global, 5.1-5.2
identify, A.6
local, 5.1-5.2
removing, 5.3
setting automatically, 5.3
setting manually, 5.2

(0]
overview, 3.8—3.19
HLA typing, 10.1-10.2

overview of analysis, 3.8—3.19

P
ploidy, 6.2, 6.3
plug-ins, A.9
print
graphs, 8.23
project, 4.1
opening, 6.15
saving, 6.14
Project Manager, 3.12, 3.13,
4.1-4.7
removing projects, 4.7
Project Window, 3.12, 3.13,
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4.1-4.7
Project window
start up window, A.2

R
relative intensity allele call, 6.2,
6.3—6.5

requirements
hardware, 2.1
software, 2.1

reset options, A.10

results tables
Allele Call table, 7.11
background color, B.5
display defaults, B.4
gradient background, A.3—A.5
Homology table, 7.23
Statistics table, 7.7
Typing table, 7.1—7.7

S

Sample by Sample scatter
graph, 8.19—8.21
Sample by sample scatter
graph, 7.27
software requirements, 2.1
sorting by expression level
Alllele Call table, 7.18
Multi graph view, 8.3
Typing table, 7.9
standards
define in lookup
table, 10.14—10.17
start up window, A.2
Statistics table, 7.7

T

tables

see results tables
threshold editing, 8.16—8.19
toolbar

main, C.1
Multi Graph, C.3
Typing table, C.2
type
define in lookup
table, 10.9—10.14
Typing table, 4.5, 7.1-7.7
bead count view, 7.3, 7.6
gradient background, 7.4
MFI view, 7.3, 7.5
relative intensity view, 7.3, 7.5
sort by expression level, 7.9
striped background, 7.4
view graphs for selected
samples, 7.25—7.27
viewing, 7.1
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