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1 Analysis of CE Results Using GeneMapper® ID-X
1 ANALYSIS OF CE RESULTS USING GENEMAPPER® ID-X

Refer to the GeneMapper® ID-X Software Document Set (Applied Biosystems™) for the initial set up of the
GeneMapper® ID-X software specific to each kit chemistry that will be analyzed.

GeneMapper® ID-X is an automated genotyping software program for forensic data analysis that supports analysis of
electropherogram data obtained from the ABI 3130x/ Genetic Analyzer and the 3500x/ Genetic Analyzer.

When loaded on the same plate, all evidence samples pertaining to a case must be assessed prior to opening any
reference sample electropherograms pertaining to the same case.

For PowerPlex® 16 data:

e The analysis method used is PowerPlex16advanced
e  The Internal Lane Standard used is ILS600
e The Panel used is PowerPlex 16 Panels IDX v2.0

For PowerPlex® Fusion data:

e  The analysis method used is PPFusion WEN
e  The Internal Lane Standard used is WEN _ILS 500
e  The Panel used is PowerPlex Fusion Panels IDX 2.0

For AmpFeSTR™ Yfiler™ data:

e  The analysis method used is CODISY filer 3500
e  The Internal Lane Standard used is GS LIZ 600
e  The Panel used in GMID-X is CODISY filer 3500

NOTE: It is both the examiner’s and technical reviewer’s responsibility to ensure that the appropriate LODs and other
analysis settings and parameters are used, appropriately labeled size standard peaks are used, etc. It is
acceptable, in some instances, to use an analysis method or defined Internal Lane Standard named differently
than those listed above for analysis (e.g., an analysis method renamed due to the adjustment of the start/stop
window, etc.); however, the settings and parameters that are not to be adjusted must remain the same as those
validated and included in the selections listed above and must be checked/verified during data review.

1.1  Logging On

1.1.1  Open the GeneMapper® ID-X software by double-clicking on the software icon.

1.1.2  Select the appropriate user name and type the password.
1.1.3  Click OK or press Enter.
1.2 Project Window
1.2.1  Upon opening the GeneMapper® ID-X software, the user is taken to the Project Window.
1.2.2  To begin the data analysis, samples must be added to the project to be analyzed.
NOTE: All samples to be analyzed from a single run should be added at once. If not done in this
manner, the GeneMapper® ID-X software may not associate the correct allelic ladder(s) with the

given samples.

1.2.2.1 Choose “Edit” and “Add samples to Project” or, click the 111 icon.
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1 Analysis of CE Results Using GeneMapper® ID-X

1.2.2.2  Browse to the data files to analyze. You may select the entire folder or pick the files within
the folder to analyze.

1.2.2.3 Click “Add to List” then “Add and Analyze”.
1.2.2.4  Name the project when prompted.

1.2.3  Upon addition of the samples to the project, the “Samples” tab will become populated. The population of
some of the information is based on that entered in the Plate Map/file in the ABI 3130x/ or 3500x/ Data
Collection Software. If changes need to be made to the panel, sample type, size standard or analysis
method, select the necessary cells and choose the appropriate settings from the drop-down menus. Verify
that the information is correct and analyze the project or re-analyze the affected sample(s).

1.2.4  Check the size standard results by examining the flags in the SQ (sizing quality) column. A green square
indicates that a sample has passed the sizing criteria. For any samples that do not pass the sizing criteria,
indicated by a yellow triangle or red octagon, assess the size standard by highlighting the sample(s) and
click on the icon: LU or select Tools>Size Match Editor. Check that all expected size standard peaks are
detected and labeled correctly. Spikes or other artifacts may be mislabeled by the software resulting in
poor sizing.

NOTES: If the majority of the size standards fail, look for a global problem with the run, such as a
poorly-chosen sizing range in the Analysis Method Editor (see 1.2.6).

If the sizing quality column indicates failure (a red octagon), the sample will not be genotyped
by the software until the size standard has been adjusted or, if necessary, the sample is re-run.

1.2.5  Upon entering the Size Match Editor window, the recognizable pattern of the size standard peaks specific
to the amplification kit in use should appear.

1.2.5.1 If a required size standard peak is not shown or the size standard peaks are mis-labeled, the
Analysis Start and/or Stop point(s) in the associated Analysis Method or the LOD value for
the associated dye color may need to be adjusted (see 1.2.6). Alternatively, the size standard
peaks may be manually defined if they appear to be mis-labeled (see 1.2.7).

1.2.6  To adjust the Analysis Start and/or Stop point(s) or the LOD value for the size standard dye in the
associated Analysis Method, exit from the Size Match Editor window, be sure that any one sample in the
project is highlighted and click on the icon: or select Tools>Analysis Method Editor.

1.2.6.1 All of the settings should remain the same with the exception of the Start and/or Stop points
or the size standard LOD.

1.2.6.2  Click on the “Peak Detector” tab, if necessary.

1.2.6.3  The Analysis range Start and/or Stop points may be redefined to increase/decrease the
window of raw data analyzed such that all required size standard peaks are included while
avoiding, if possible, the inclusion of the initial primer peaks and/or excess noise. If
necessary, the size standard LOD may be redefined to allow for all required peaks to be
detected.

1.2.6.3.1 The raw data for the sample files in the project may be viewed to assist in
choosing an appropriate Analysis Start and/or Stop point, if desired.

1.2.6.3.1.1 To view raw data for a sample file, exit the Analysis Method
Editor. Select View>Raw Data. The cursor can be used to hover
over the area just after the primer peaks are observed and just
before the first required size standard peak is observed to assist
in selecting an appropriate Analysis Start Point. Likewise, the
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1 Analysis of CE Results Using GeneMapper® ID-X

cursor can be used to hover over the area just after the last
required size standard peak is observed to assist in selecting an
appropriate Analysis Stop Point.

1.2.7  To manually define the size standard peaks for a sample, highlight the affected sample and click on the
icon: [ll or select Tools>Size Match Editor.

1.2.7.1 Right click on the peak to be added/deleted/changed and select the appropriate action. If
applicable, double-click on the correct base pair size for this size standard peak in the drop
down menu that appears. Continue to do this for each size standard peak until the peaks are
labeled correctly. Click ‘Apply’ and then ‘OK’.

1.2.8  Re-Analyze the entire project by clicking the arrow icon: # or selecting Analysis>Analyze All.
Alternatively, only the affected samples may be highlighted together and the user may select
Analysis>Analyze Selected Samples.

1.2.9  Review the Allelic Ladder data.
1.2.9.1 Highlight the Allelic Ladder file(s) in the “Samples” tab of the project.
1.2.9.2  Display the plot(s) by clicking the display plots icon: [iif or selecting View>Display Plots.

1.2.9.3  Verify that the Allelic Ladder peaks are called correctly for each locus for each ladder used
for analysis in the project.

1.2.93.1 Only one ladder is required per project, but more may be imported and analyzed
if desired.

1.2.10 Review the sample data.

1.2.10.1  View the raw data for reagent blanks and negative controls to verify that primer peaks are
observed, indicating the sample was, in fact, loaded on the instrument.

1.2.10.1.1  Highlight the sample(s) in question and Select View>Raw Data.
1.2.10.2  Display the plot(s) as described in 1.2.9.2.

1.2.10.3  The negative control(s) should be checked to ensure that no amplification product (called
alleles) is observed.

1.2.10.4  The positive control(s) should be checked to ensure that injection and electrophoresis
performance was satisfactory and that the expected types have been called.

1.2.10.4.1  If the positive control was injected poorly, it can be re-injected/re-run. The
original sample injections can be analyzed if the correct types for the positive
control are documented upon the re-injection/re-run.

1.2.10.5 For samples with no typing results, the raw data may be viewed to verify the samples were, in
fact, loaded onto the instrument, if indicated (if, for example, the quant values indicate results
should have been obtained).

1.2.10.6  Artifacts such as pull-up, raised baseline, spikes, etc., may occasionally occur and can be
documented as described in 1.2.11.

1.2.10.6.1  If pull-up peaks are due to poor color separation and not excessive peak height
of peaks in other channels, then a new spectral may need to be performed.
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1 Analysis of CE Results Using GeneMapper® ID-X
1.2.11 Artifact peaks may be deleted and real alleles may be renamed, if necessary, as follows:

1.2.11.1  To delete an artifact, first highlight the peak by left clicking it. Then, right click on the artifact
peak and select “Delete Label(s)”. Enter the reason for the change when prompted (PU for
Pull-up, ST for Stutter, etc.) and click OK. The label will now have a strike-through and the
comment entered will appear at the bottom of the label.

1.2.11.2  To edit an existing peak label, first highlight the peak by left clicking it. Then, right click the
peak and select “Rename Allele Label”>"Custom Allele Label”. Type in the allele name (e.g.,
<7) and click OK. Enter the reason for the change (OL for off-ladder, MV for microvariant,
etc.) and click OK. The allele will now be re-named with the label showing both the new
name and the reason for the change.

NOTE: If a peak is right-clicked prior to highlighting by left-clicking, the option “Delete All
Labels for Sample” will appear. Click elsewhere on the plot to remove this option
and continue as instructed in 1.2.11.1 and/or 1.2.11.2.

1.2.12 To assist in visualizing if off-scale data is present and if it may potentially be affecting allele or artifact
calls (e.g., ST, PU, etc.):

1.2.12.1  Display the sample plot(s) by clicking the display plots icon: il o selecting View>Display
Plots.

1.2.12.2  Open the Plot Setting Editor by clicking the icon next to the Plot Setting: @ or by selecting
Tools>Plot Settings.

1.2.12.3  Select the Display Settings tab and click to add a check mark in the “Off-scale” box in the
“Show” portion of the Display Settings window. Then click OK.

1.2.12.3.1.1 Any off-scale peaks in the electropherogram will be shown with a pink vertical
line through them that extends to each color of the plot to allow for easy
evaluation of the potential effect on other peaks and/or artifacts.

1.2.12.4  Once the evaluation is complete, the plot settings should be returned to their original settings.
1.2.13  Print the appropriate electropherogram data by selecting File>Print in the Display Plots window.
1.2.13.1  The printing parameters for PowerPlex® 16 data are as follows:

e  All printed samples (with the exception of ladders, if printed) will include allele call,
peak height (RFU), bp size and any edit comments in the allele labels.

e All printed samples (regardless of type) will be printed with the x-axis set to 95 bp-500
bp.

e All positives (if printed) and samples should have the Y-axis “scaled individually” so that
the highest peak per color is the approximate Y scale per color.

e  All negatives and reagent blanks (if printed) and e-grams for samples with no DNA
typing results will have the Y-axis scaled to 50 RFU.

o Ifacalled peak or peaks are present in a negative or reagent blank, the Y-axis of the
affected color(s) may be scaled individually (as closely to the height of the peak(s) as
possible) to allow for the entire height of the peak(s) to be seen. The unaffected
color(s) will still be scaled to 50 RFU.

e The ILS color (red) need not be printed.

1.2.13.2  The printing parameters for PowerPlex® Fusion data are as follows:

e All printed samples (with the exception of ladders, if printed) will include allele call,
peak height (RFU), bp size and any edit comments in the allele labels.
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1 Analysis of CE Results Using GeneMapper® ID-X

All printed samples (regardless of type) will be printed with the x-axis set to 60 bp-520

bp.

o This is already set in the PPFusion Plot Settings in GMID-X.

The ILS channel (orange) need not be included in the print outs.

o This is already set in the PPFusion Plot Settings in GMID-X.

All positives (if printed) and samples should have the Y-axis “scaled individually” so that

the highest peak per color is the approximate Y scale per color.

All negatives and reagent blanks (if printed) and e-grams for samples with no DNA

typing results will have the Y-axis scaled to 50 RFU.

o Ifacalled peak or peaks are present in a negative or reagent blank, the Y-axis of the
affected color(s) may be scaled individually (as closely to the height of the peak(s) as
possible) to allow for the entire height of the peak(s) to be seen. The unaffected
color(s) will still be scaled to 50 RFU.

The ILS color (orange) need not be printed.

1.2.13.3  The printing parameters for AmpFCSTR™ Yfiler™ data are as follows:

All printed samples (with the exception of ladders, if printed) will include allele call,

peak height (RFU), bp size and any edit comments in the allele labels.

All printed samples (regardless of type) will be printed with the x-axis set to 90 bp-350

bp.

All positives (if printed) and samples should have the Y-axis “scaled individually” so that

the highest peak per color is the approximate Y scale per color.

All negatives and reagent blanks (if printed) and e-grams for samples with no DNA

typing results will have the Y-axis scaled to 50 RFU.

o Ifacalled peak or peaks are present in a negative or reagent blank, the Y-axis of the
affected color(s) may be scaled individually (as closely to the height of the peak(s) as
possible) to allow for the entire height of the peak(s) to be seen. The unaffected
color(s) will still be scaled to 50 RFU.

The ILS color (orange) need not be printed.

NOTE: The plot settings for each amplification kit have been predefined in the software. Therefore, if
using the plot settings saved for the amplification kit associated with the data, this x-axis plot
region should default to the correct settings.

1.2.14 Should additional documentation be deemed necessary to support an allele designation, other views of
the data (such as a zoomed-in view of a locus) may be printed and retained in the case file at the analyst’s

discretion.
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Appendix A — Analysis Parameters

APPENDIX A — ANALYSIS PARAMETERS

For each of the following sets of screenshots, the Analysis Start and Stop Points and the ILS LOD may be different.

Because marker specific stutter information is used, the global stutter information may also differ from what is seen in

these screenshots.

The following screenshots show what parameters should be used when setting up the PowerPlex16advanced analysis

parameters:
Anal Method Edito & . )
Tty N . "ok Analysis Method Editar ﬂ
i Allele; B 7
‘ General “ Peak Detector I Peak Quality | SQ & GQ Settings | General I Alele [[Peak Detecior | peak Quality I sQ86Q Setﬁngsl
Bin Set: .Pramega_PaﬂeIs_IDS.Z.O_Promaga_B\ns_IDS.z.O_bins = Peak Detection Algorithm: Advanced
Ranges Peak Detection
Analysis . Sizing Peak Amplitude Thresholds:
Use marker-specific stutter ratio and distance if available Partial Range v |PartialSizes 4 B: |72 R: 52
Start Pt: 2500 Start Size: 80 )
. ) . 34 k]
Marker Repeat Type: Tri Tetra Penta Hexa Stop Pt: | 13000 Stop Size: 600 G P:
Global Cut-off Value 0.0 0.0 0.0 0.0 ¥ |75 0: |50
~Smoothing and Baselining
MinusA Ratio 0.0 0.0 0.0 0.0 Min. Peak Half Width: 2 pts
Smoothing () None
MinusA Distance From |0.0 0.0 0.0 0.0 Light Polynomial Degree: 3
igl
To |0.0 0.0 0.0 0.0 *) Heavy Peak Window Size: 15 pts
Global Minus Stutter Ratio 0.0 0.0 0.0 0.0 Bascline Window: |51 pts Slope Threshold
Global Minus Stutter Distance  From 0.0 325 | |00 0.0 S FE g et
To 00 475 | oo 0.0 S ol et ReTaEE 0
. - . . ("1 2nd Order Least Squares
Global Plus Stutter Ratio 0.0 0.0 0.0 0.0 3rd Order Least Squares Normalization
Global Plus Stutter Distance ~ From 0.0 0.0 0.0 0.0 Cubic Spiine Interpolation ] Use Normalizatian, if applicable
@) Local Southern Method
To |0.0 0.0 0.0 0.0 (7 Global Southern Method
Amelogenin Cutoff 0.0 Factory Defaulis
Save As ] I Save ] [ cancel I [ Help I Save As ] [ Save ] [ Cancel ] [ Help ]
i b A l A

Analysis Method Editor

Analysis Methad Editor

| General | Allele I Peak Detector | Peak Quality | 5O &GQ Setbings §

Quality weights are between 0 and 1.

rSample and Control GQ Weighting

| General | Allele | Peak Detector |{Peak Quality || sQ &GQ Settings|
Min/Max Peak Height (LPH/MPH)
Homozygous min peak height 50.0
Heterozygous min peak height 50.0
Max Peak Height (MPH) 5000.0
Peak Height Ratio (PHR)
Min peak height ratio 0.0
Broad Peak (BD)
Max peak width (basepairs) 15
Allele Number (AM)
Max expected alleles:
For autosomal markers & AMEL 2
For ¥ markers 1
Allelic Ladder Spike
Spike Detection (Enable &
Cut-off value 0.2
Sample Spike Detection
Spike Detection \Enable 4 |
Factory Defaults
Save As ] I Save ] [ Cancel ] I Help ]

Broad Peak (BD) 0.0 Allele Mumber (AN) 0.0
Out of Bin Allele (BIN) 0.0 Low Peak Height (LPH) 0.0
Overlap (OVL) 0.0 Max Peak Height (MPH) 0.0
Marker Spike (SPK) 0.0 Off-scale (05) 0.0
AMEL Cross Check (ACC) 0.0 Peak Height Ratio (PHR) 0.0
Control Concordance (CC) Weight = 1.0 (Only applicable to controls)
50 Weighting
’7 Broad Peak (BD) 0.0 ‘
Allelic Ladder GQ Weighting
’7 Spike (SSPK/SPK) 0 | Off-scale (0S) 0 |
5Q &GQ Rang
Sizing Quality: From |0.75 to 1.0 From0.0to |0.25
Genotype Quality: From |0.75 to 1.0 From0.0to |0.25
Reset Defaults
Save As I [ Save ] [ Cancel ] [ Help ]
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Appendix A — Analysis Parameters

The following screenshots show what parameters should be used when setting up the PPFusion. WEN analysis
parameters:

Analysis Methad Editar ﬂ Analysis Methad Editor M

| General ‘ Allele | Peak Detector I Peak Quality | 50 &GO Setﬁngsl | General I Allele |iPeak Detector || peak Quality I 5Q &GQ Settingsl
Bin Set: PowerPlex_Fusion_Bins_IDX_vw2.0 - ] Peak Detection Algorithm: Advanced
) Ranges Peak Detection
Analysis . Sizing _ Peak Amplitude Thresholds:
Use marker-specific stutter ratio and distance if available _Partla\_Range x| (Bacfial Szes — B: |75 R: 75
Start Pt:| 2800 Start Size:| 50
) G |75 p: 50
Marker Repeat Type: Tri Tetra Penta Hexa Stop Pt | 10000 Stop Size: 500 L
I Global Cut-off Value 0.0 0.0 oo | |0 I g : Y. 75 0: 50
a rSmoothing and Baselining
MinusA Ratio 0.0 0.0 0.0 0.0 Min. Pezk Half Width: 2 pts
Smoathing
MinusA Distance From |0.0 0.0 0.0 0.0 Polynomial Degree: 3
To 0.0 0.0 0.0 0.0 Peak Window Size: 15 pts
Global Minus Stutter Ratio 0.0 0.0 0.0 0.0 Baseine Window: |51 pts Slope Threshold
I + 0.0
Gobal Minus Stutter Distance  From 2,25 | (3.25 | [4.25 | [o.0 PR
- rSize Calling Method Peak End: 0.0
RO 375 T 575|400 ) 2nd Order Least Squares
Global Plus Stutter Ratio 0.0 0.0 0.0 0.0 3rd Order Least Squares Mormalization
Global Plus Stutter Distance ~ From 2,25 0.0 00 | |00 Cubic Spline Interpolation Use Normalization, if applicable
Local Southern Method
RO .75 0.0 00 =0 Global Southern Method
ietaeaain 0.0 Factory Defaults
Range Filte; Factory Defaults

Save As ” Save H Cancel H Help ] Save As H Save H Cancel ” Help ]

. - . "
Analysis Method Editor =5 Analysis Methad Editor )

| General | Alele I Peak Detector |: Peak Quality || 50 & 6Q Settings | General I Allele I Peak Detector I Peak Quality |50 & GG Settings |
TR R ) Quality weights are between 0 and 1.
Homozygous min peak height 50.0 rSample and Cantrol GQ Weigh
Heterozygous min peak height 50.0
axBes Lot 3000:0 Broad Peak (BD) 0.0 Allele Number (M) 0.0
Peak Height Ratio (PHR) . Out of Bin Allele (BIM) 0.0 Low Peak Height (LFH) 0.0
I Min peak height ratio 0.0 I Overlap (OVL) 0.0 Max Peak Height (MPH) 0.0
Marker Spike (SPK) 0.0 Off-scale (05) 0.0
Broad Peak (BD) 1
AMEL Cross Check (ACC) 0.0 Peak Height Ratio {PHR) 0.0
Max peak width (basepairs) 1.5
Control Concordance (CC) Weight = 1.0 (Only applicable to controls)
Allele Mumber (AMN)
Max expected alleles: SQ Weighting
For autosomal markers & AMEL 3 ’V Fozime i) - ‘
Far ¥ markers 4 Allelic Ladder GQ Weighting . . .
Spike (SSPK/SPK) i Off-scale (05) H—
Allelic Ladder Spike = = =
- - 5Q & GQ Ranges
Spike Detection [Enable . | Q850 S
| PassRange:  [EGHIOUSISRSRGI
Cut-off Value 0.2
i | Sizing Quality: From |0.75 to L0 From0.0to |0.25
Sample Spike Detection
Spike Detection (Enable | Genotype Quality: From  0.75 to 1.0 From0.0to |0.25
Save As ] [ Save ] [ Cancel ] [ Help ] Save As ] [ Save ] [ Cancel ] [ Help ]
L ] [ ]
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The following screenshots show what parameters should be used when setting up the CODISYfiler 3500 analysis

parameters:

" L " L

Analysis Method Editor

==

Peak Detector | Peak Quality | 5Q & GQ Settings|

Bin Set: _CODISAmpFLSTR._YﬁIer_Binset_VZ =
Use marker-specific stutter ratio and distance if available
Marker Repeat Type: Tri Tetra Penta Hexa
Global Cut-off Value 0.0 0.0 0.0 0.0
MinusA Ratio 0.0 0.0 0.0 0.0
MinusA Distance From 0.0 0.0 0.0 0.0
To |0.0 0.0 0.0 0.0
Global Minus Stutter Ratio 0.0 0.0 0.0 0.0
Global Minus Stutter Distance  From (0.0 3.25 0.0 0.0
To |00 4.75 0.0 0.0
Global Plus Stutter Ratio 0.0 0.0 0.0 0.0
Global Plus Stutter Distance  From  |0.0 0.0 0.0 0.0
To |00 0.0 0.0 0.0
Amelogenin Cutoff 0.0

Range Filter. ..

Factory Defaults

Save As ][ Save ][ Cancel ][ Help ]

" - Ll L i

Analysis Method Editor

X

| General [ Allele |{Peak Detector | peak Quaity | 5Q & 6Q Settings |

Peak Detection Algorithm: Advanced

Ranges Peak Detection
Analysis . Sizing Peak Amplitude Thresholds:
_Parﬁal Range - | Partial Sizes - B: |40 R 120
Start Pt:| 2500 Start Size: 75 :
. ;|50 - |10
Stop Pt: | 10000 Stop Size: | 450 G P
Y: |90 0: |50
~Smoothing and Baselining
Min. Peak Half Width: |2 pts
Smoothing None
: 3
Light Polynomial Degree
Heavy Peak Window Size: 15 pts
Baseline Window: 51 pts SR
Peak Start: 0.0
5 thod
Size Caling Method Peak End: 0.0
7 2nd Order Least Squares
3rd Order Least Squares Mormalization
Cubic Spline Interpolation [] Use Normalization, if applicable
Local Southern Method
Global Southern Method

Factory Defaults

Save As ][ Save ][ Cancel ][ Help ]

7
Analysis Method Editor

| General [ Alele [ Peak Detector |{Peak Gty || sq &Gq settings|

Min/Max Peak Height (LPH/MPH)

Homozygous min peak height 50.0
Heterozygous min peak height 50.0
Max Peak Height (MPH) 10000.0

Peak Height Ratio (PHR)
Min peak height ratio 0.7

Broad Peak (BD)
Max peak width (basepairs) 1.5
Allele Number (AN}
Max expected alleles:
For autosomal markers & AMEL 2

For ¥ markers 1

Allelic Ladder Spike

Spike Detection :Enahla -
Cut-off Value 0.2
Sample Spike Detection

Spike Detection [Enatle

Factory Defaults

Save As H Save H Cancel H Help ]

F
Analysis Method Editor

General I Allele | Peak Detector I peak Quality [ 5Q & GQ Setbings |

Quality weights are between 0 and 1.
Sample and Control GQ Weighting

Broad Peak (BD) 0.0 Allele Number (AN} 0.0
Qut of Bin Allele (BIN) 0.0 Low Peak Height {LPH) 0.0
Owerlap (OVL) 0.0 Max Peak Height (MPH) 0.0
Marker Spike (SPK) 0.0 Off-scale (05) 0.0

AMEL Cross Check (ACC) 0.0 Peak Height Ratio (PHR) 0.0

Control Concordance (CC) Weight = 1.0 {Only applicable to controls)

50 Weighting
’7 Broad Peak (BD) 0.0

"A“Eh( Ladder GQ Weighting

Spike (SSPK/SPK) o ] Off-scale (05) o~
5Q & GQ Ranges

 PessRange:  [CWICUSERSnGE
Sizing Quality: From |0.75 to 1.0 From0.0to |0.25

Genotype Quality: From |0.75 to 1.0 From0.0to |0.25

Reset Defaulis

Save As ” Save ” Cancel H Help ]
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