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Analysis Method Editor | . . i .. ™) - u

| General || Aliele’| peak Detector | Peak Quality | 5Q & GQ Settings |
Bin Set: PowerPlex_ESI_Fast_Bins_ID¥_v2.0 -
UUse marker-spedfic stutter ratio and distance if available
Marker Repeat Type: Tri Tetra Penta Hexa
Global Cut-off Value 0.2 0.2 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 | 2.25 3.25 0.0 0.0
To |3.75 4,75 0.0 0.0
Global Plus Stutter Ratio 0.1 0.0 0.0 0.0
Global Plus Stutter Distance From |2.25 0.0 0.0 0.0
To |3.75 0.0 0.0 0.0
Amelogenin Cutoff 0.2
| Range Filter. .. Factory Defaults
Save As ] [ Save l [ Cancel l [ Help ]
l — B3 B . I . .
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Analysis Method Editor P B BB E R
| zeneral I Allele | Peak Detector | Peak Quality | 50 RGO Seth'ngsl
Peak Detection Algorithm: Advanced
Ranges Peak Detection
Analysis sizing Peak Amplitude Thresholds:
.FuII Range - Partial Sizes - B: |70 R. |70
Start Pt:|0 Start Size:| &0
. H ?U T ?U
Stop Pt: | 10000 Stop Size: | 500 G P
Y: |70 0: |80
—Smoothing and Baselining
Min. Peak Half width: |2 pts
Smoothing () Mane
= i : 3
@ Light Polynomial Degree
(") Heavy Peak Window Size: 11 pts
Baseline Window: 51 pts Slope Threshold
Feak Start: 0.0
—5ize Calling Method Pesk End: 0.0
(71 2nd Order Least Squares
(71 3rd Order Least Squares Marmalization
':;:' Cubic Spline Interpolation Use Mormalization, if applicable
i@ Local Southern Method
(") Global Southern Method

| Factory Defaults

Save Asg ” Save ” Cancel ” Help ]




" Analysis Method Editor i i 3 0 0 ==

| General | Allele | Peak Detector || Peak Quality | s & GQ Settings |

Min/Max Peak Height (LPH/MPH)

Homozygous min peak height 260.0
Heterozygous min peak height 70.0
Max Peak Height (MPH) 35000.0

|

| Peak Height Ratio (PHR)

! Min peak height ratio 0.6

|

i Broad Peak (ED)

i Max peak width (basepairs) 1.5

|

i Allele Mumber (AN)

| Max expected alleles 2

i Allelic Ladder Spike

|| spike Detection Enable v

|

| Cut-off Value 0.2

|

|

|

| ’ Factory Defaults
|

|

Save As ” Save ” Cancel ” Help ]




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

Analysis Method Editor . . . 0 ) =SS
| General I Allele I Peak Detector | Peak Quality |5Q & GQ Settings |
Quality weights are between 0 and 1.
—Sample and Control GQ Weighting

Broad Peak (BD) 0.8 Allele Mumber (AMN) 1.0
Cut of Bin Allele (BIM) 0.8 Low Peak Height (LPH) 0.3
Cverlap (OVL) 0.8 Max Peak Height (MPH) 0.3
Marker Spike (SPK) 0.3 Off-scale (O5) 0.8

Peak Height Ratio (FHR) 0.3

—50 Weighting

Broad Peak (BD)

~Allelic Ladder GO Weighting
Spike (S5PK/SPK) Off-scale (05)

—a) & G0 Ranges

Sizing Quality: From |0.75 to 1.0 FromQ.0to (0,25

Genotype Quality: From 0,75 to 1.0 From 0.0 to |0.25

Reset Defaults

Save As ” Save ” Cancel H Help ]




