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What you may not know GMID X can do...

* Printing Features
« Command Line Interface

* Profile Comparison Tool:

« Searching for Employee Database Profiles and Checking for
Contamination/Duplicate Profiles

« Scaling Y Axis

» Raw Data View for Spikes

+ Calculating Peak Height Ratios [x] The picture can't be displayed.
 Calculating % Pull Up
» Shortcut Keys




Tip #1: How Can | Print 5 Dyes on 1 Page?

[x] The picture can't be displayed. To print with allele Ca”, size (bp), and helght
(RFU):

1. Create a new Plot Setting or open up a
previously made Plot Setting in Plot
Setting Editor.

2. Click on the Labels tab.

3. Modify labels as shown.
4. Click ok.




Tip #1: Printing Options

4. Click on Print.
5. Click on Page Setup tab

A RO O R P,
Size.




Tip #1 Prlntlng Options




Tip #2: Is there a way to print a whole bunch of samples/ projects at once?

 Command Line Interface allows user to perform software tasks without
opening up the GMID_X software.

e Some of these features include:

Exporting 1 or more projects
Exporting 1 or more size standard and/or analysis methods
Export sample plot data into individual PDF’s

O O O O

Export data for selected samples in a project




Tip #2: Command Line Interface: Exporting Sample Plot Data Example

E The picture can't be displayed.

E| The picture can't be displayed.




Tip #3: Is there an easy way to check my samples against our employee profiles?

Key features include:

1. Import profiles into a Reference/Custom Control
Database and/or Employee Database

[z| The picture can't be displayed.

. Profiles can be imported via .txt or analyzed data upload.

2. Tool can search any analyzed data against profiles
uploaded into the database for full and partial
matches.

3. Ability to export comparison results for further | [x] e picture can't be displayed.
analysis and reporting




Tip #3: Profile Comparison Tool

Features of the Profile Comparison Tool:

* Compares all samples within the project to one another.

* Compares all samples within the project to any imported lab reference profiles.

* Compares all samples within the project to imported custom control and QC sample profiles.
* Has user definable percent match thresholds

»* Profile Comparison

Single Source 100% Concordance

Single Source-Groupl

= Samples
C02 | ID_Sample 01.fsa | Sample01 | 2006-08-08 14:54:11.0
D02 | ID_Sample_02.fsa | Sample02z | 2006-08-08 14:54:11.0

[ psstize | [ p2istn | [ prsseo | [ csFtpo | [ pssisss | [ 7Hot | [ pi3sstz | [ piessae
14, 16 29, 31 ] 12 14,17 6,9 8, 11 9,12

Single Source-Group2

Samples

G01 | ID_Sample_03.fsa | Sample03 | 2006-08-08 14:13:03.0
B02 | ID_Sample_0S.fsa | Sample0S | 2006-08-08 14:54:11.0

[ psstize | [ p2istn | [ prsseo | [ csFtpo | [ pssisss | [ 7Hor | [ pi3sstz | [ piessas
15, 16 31.2 11, 12 12 16 9.3 8, 12 12

Mixed Source 100% Concordance

< | >

[ Export ][ Close ][ Help ]
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Tip #4: How can | change the scaling range for different dye panes?

[ NA [] Mark Sample for Deletion
p2sat — |pAss®3 o ]
75 15 155 195 235 275 35 355 395 435
20000
0
RS NA [~] Mark Sample for Deletion
bzsiods ] [psseis ] pssst ] [pissa0
75 115 155 195 235 275 315 355 395 435
20000
0
W=E [ NA [] Mark Sample for Deletion
prose® ] piswese  pAssst ] [pswss ]
75 15 155 195 235 275 35 355 395 435
20000
0
_/
RS NA [~] Mark Sample for Deletion
75 115 155 195 235 275 315 355 395 435

Issue: Trying to review/print
NEG’s but GMID X | need to
zoom into each dye channel
independently and as soon as |
hit print or the down key the
zoom goes away. Is there a fix?
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Tip #4: Y Scale Axis Zooming

1. Open up Plot Setting Editor or create New Plot Setting in GeneMapper ID_X Manager.

.
? GeneMapper® ID-X Manager e — . .[ X |h (7]

ARNM (305 [S@ [SSPK [MIC [OMR [ce
B | | | |9
@ @ @ (@
@ @ @ (@

Find Name Containing:

ji i i Plot Setti ji i i
|Pro;ects I Analysis Methods I Table Setnngs] ot Settings |Matmes I Size Standa'.ds>| Report Set‘hngs\ ﬁ
Name _ Last Saved Owner Description
TETTE Se. SR S B 3 E

General [ Sample Header I Genotype Header I Sizing Table I Labels I Display Setﬁngs‘
When opening the Plot Window:

Name: Baseline Zoom|Plot Setting

Security Group: :GmeMa)pef ID-X Security Group v

Description:

L]

2. Under Display Setfing set the scale for the Y Axis to “Scale to maximum Y”.
Ploxsetings it

| [ General | Sample Header | Genotype Header | Sizing Table | Labels | Display Settings |

~When opening the Plot Window:
(7) Use the display settings last used for this plot
@) Use these display settings:
~For both Sample and Genotype plots:
; —. Show ~Axes 1
Panes: |3 |
. 20 V] [53] Plot Header [] 4, Peak Positions Y-Axis [Scale to maxi v
rLabels ———— i Marker Range [ Y4 Bring Ctrls to Top oy indiviy i
() Ik No Labels [7] & Marker Indicators [ ] %‘ Bring Ladders to Top| | X-Axis = [ SRnin et el |
" |
() Ik Horizontal Labels 14 Bins [7] -5, Allele Changes
@ ¥4 Vertical Labels Toolbar [7] Off-scale
1 ThermoFisher
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Tip #4: Y Scale Axis Zooming Continued...

3.

Right click on a specific dye and choose a value that you would like all dye channels
zoomed in to (i.e. 50 rfu). Make sure to check “Apply to all electropherograms”.

J.' Y-Axis Zooming - ; M‘

Y-Axis

Apply to all electropherograms

|
L [:][Camel |

Hold down the Shift key and double click on a specific dye channel (i.e. the ILS dye
channel) that you would like to modify without affecting the others and modify the
scale. Still holding down the shift key- drag to the appropriate scale if necessary.

12



Tip #4: Y Scale Axis Zooming Continued...

|NEG ‘Global Filer_Express_v’ ‘ | | | |N,u, | | [ Mark Sample for Deletion
D2ssr |p1esa&s3 ~ |thl JfeA 0 ]
90 130 170 210 250 290 330 370 410 450
5 O rf u o + } + h + + — —+- + + + } } + + + + + + +
20
0

[NEG {Global Filer_Express_v’ [ | l | |[‘ JA | | [~] Mark Sample for Deletion
D22stoss | [pssei¢ 0 | [p13s7 00 | prss20 000000 88 0000000 ]
50rfu . e . 130 . 170 . 210 . 250 . 20 . 50 . 3 . a0 . a0

’NEG ‘Global FiIer_Express_\.; ’ I I I |N;' I I [ Mark Sample for Deletion
pros12s8 0 ] D1s1656 |p12s3e1 0 | p2sis® 0 ]
90 130 170 210 250 290 330 370 410 450
50 rfu + + } + + + + ! ' + ; + + } + + ; + + ;
40
20 l
0 KR b Wil s AT, AL bur] P NN e bR s i gl PV W b et b, 5 A0 0 1 e P A T M M g 0 s, i it i) e ) Y Vel PILE L |k L YN, L
[NEG ‘Global Filer_Express_\.; ’ | | | |N.ﬂ. | | [] Mark Sample for Deletion
5000rfu . » . 130 . 170 . 210 . 250 . 20 . 0 . a0 . an . 0
4000 +
0 I HL |1L “L J‘ ﬁl [‘r HL ﬁl [WL Jr“ “L l\l A ﬂ\ ‘WJ ]{L I\ Jﬂk ‘11 Jﬂt A ‘1: ﬂL
1

v ) ) ) A A i
%00  [1600]  [1800]  [2000] [2{4% 2s00|2500/2600]  [2s00]  [300.] [311% 3400 3600  [soo]  [s00.] [41&#
1200, 2200 3200
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Tip #5: Is there an easier way to determine if a Spike is truly a Spike?

If a spike is suspected, right click on the suspected peak and choose Peak Raw Data.

[DZS1338
BC_IO . 32_0 . 340

360 . 380

L0

nik Delete Label(s) R
pike
Add Allele Label

l Rename Arifact Label P ﬁ

os_TBn_PrR [LeH v TSP T { oality Value Details |||III||[
| To view individual quality value details, select a single row. = = 1 —

A new window opens up with the specific peak. All that is needed is to zoom in on
the Y axis. Tab over to go back to your EPG.
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Tip #6: | wish there was an easier way to figure out peak height ratios...

GMID_X can calculate your peak height ratios for any peak within a same dye channel!

1. Holding down the Shift key click on the two peaks in question. In example below user
clicked on the 14 and 16 alleles at vWA.

Sample 08 ‘ ’ l |_ | Io
pres&s ]

75 1135 133 193

8001

ano + ﬁ JL
0 s e, 2 Ll‘l_n .L. -
14 |16 19
ogs| (92 147 [306]  |533
;
220 494

2. The Peak Height Ratio is displayed on the bottom of the screen.

Sample 06 | I I I_ I lo
IS A (FOX L —
75 ) 1135 ) 1?5 19.5 ) 23‘5 ) 27"5 ) 31.5 ) 3\’?1
300
N ]
0. A J J‘l_ﬂ L . J". h o L A
13 15 14 | |16 19 3 12 15 17 19
Y !! 147 [z06 !!! 1020 223 !!! l!! ll!
14 17 9
229 494 455
< | = ]
15 [X 174.38 Y -277][Allele: 16 Marker VWA Data Point 4118 Size 174.54 Height 306]IPeak Height Ratio 0.4804 I ThermoFisher



Tip #7: OK that’s great, but can it determine my % pull up too?

GMID_X can also calculate your % pull up!

1. Select the two peaks (i.e. parent peak and suspected pull up peak)

@ @2 A @]

= @ @ 8 [2 [ (6
. ________________ ]

2. Click on Overlay All on toolbar

File Edit View Plots Tools Alleles Help

& [&  PlotSetting: :TradiﬁonaIGenotypePIot v@ | Panes:i_’x ‘ CIC)E R ‘ A.A | it 1‘,‘.‘_“ ) e =4 BN ‘ A | (7]
@ v @D | @D 4 §F S | & A7 |

16 SCIENTIFIC



Tip #7: Calculating % Pull Up

3. The Peak Height Ratio of the two highlighted peaks is shown on the bottom of the
EPG Sample Name sos [sa [sse M [owR [coa

400 K
0 s

M| 1D_Ssmple_08 fsa M| 1D_Sample_08 fss
M| 1D_Ssmple_08.fss M| 1D_Ssm 3.fsa
[ m

£
I :Peak Height Ratio 0.0255 I

17



Tip #8: Shortcut Keys

Name Icon Shortcut Description

Project Window Toolbar

New Project Cy Ctd + N | Creates a new project.

Open Project =) Ctrl + O | Opens a saved project.

Save Project H Ctrl + S | Saves the current project.

Add Samples to Project % Ctrl + K | Adds samples to a project.

Export Table |§ Ctrl + E | Exports the contents of the currently selected table in a .txt
file.

Display Plots @ Ctrl + L | Displays either the Samples plot for samples selected in the
Samples table, or the Genotypes plot for markers selected in
the Genotypes table.

Report Manager D Ctrl + Q | Generates a table-formatted report using user-defined report
settings.

Label Edit Viewer =h: Alt+V+T | Contains a detailed list of edits made to allele and artifact
labels in a Sample s plot, with reasons for change.

Size Match Editor Lu Alt+T+E | Provides views of the size standard definition and size calling
curve for each sample highlighted in the project.

Analysis Method Editor m Alt+T+O | Allows you to edit the parameters of new and existing analysis
methods.

Panel Manager Ctrl + J | Displays the markers and bins used to allele-call samples.

GeneMapper ID-X Manager Ctrl + M | Allows you to edit the parameters of new and existing
GeneMapper ID-X files (analysis methods, table settings, plot
settjngs, matrices, size standards, report settings and
projects).

Analyze ’ Ctrl + R | Analyzes the project currently open.

Low Quality to Top “ Ctrl + B | Sorts the data in the Samples or Genotypes tab so samples or
markers with lower PQV scores are at the top of the table.

Table Setting menu TebleSating | |'wew Edted Sk No Lists available table settings.

shortcut

Table Setting Editor @ Ctd+ T | Allows you to edit the parameters of new and existing table
settings.

Find D Ctd + F | Allows you to search the Samples tab or Genotypes tab
columns.

Fill down No icon Ctrl + D | Fills down the selected column in the Samples table.
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Tip #8: Shortcut Keys Continued...

» Holding down Shift and clicking on any header in software also sorts that column.

19 SCIENTIFIC
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