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Identifiler Analysis Settings:

Analysis Method Editor - HID x|

Peak Detectar I Peak Quality I Guality Flags I

General

Genemapper ID Analysis Method Editor Settings

Ein Set:

Jidertifiler_Bins

V Use marker-specific stutter ratio if available

Marker Repest Type
Cut-off Yalue
Minuz.2, Ratio
Minuz2, Distance

Minuzs Stutter Ratio
Minuz Stutter Distance

Plus Stutter Ratio
Pluz Stutter Distance

Tri Tetra Perta Hexa
0.0 0.1 0.0 0.0
0.0 0.0 0.0 0.0
From 0.0 0.0 0.0 0.0
To |00 0.0 0.0 0.0
0.0 0.0 0.0 0.0
From |00 3.25 0.0 0.0
To 00 4.73 0.0 0.0
0.0 0.0 0.0 0.0
From |00 0.0 0.0 0.0
To |00 0.0 0.0 0.0

Amelogenin Cutaff

Range Fitter ... |

Analysis Method E

General I Allele

eak Cuality I Quality Flags I

Peak Detection Algarithm: IAdvanced - l

Range:
Analysis Sizing

Partial Range LI IPaﬁialﬂes
Start Pt |2300 e:l?
Stop Pt (9000 Size:la

~Smoathing and Bs;

Smocthing

Peak Detection

Peak Amplitude Thresholds:

. Peak Half Wictth:
Palynaomial Degree:
Peak Wincdow Size:
Slope Threshold
Peak Start:

Peak End:

B fs  Rfs
-

2 pts
3

15 pts
0.0

0.0

Factory Defaults |

9
|
Y]

Analysis Method Editor -

Signal level

Generall Allelel Peak Detecto

Homozygous min peak height

Heterozygous min peak heigl

~Heterozygote balance

Mir peak height ratio

~Peak morphology

Mz peak width (basepairs)

Pull-up peak
Pull-up ratio

Allele number

Maix expected alleles

Factory Defaults |

Ok | Cancel |

OK Cancel |

Analysis Method Editor - HID

Generall AIIeIeI Peak Detectorl Peak Qualit

Guiality weights are between 0 and 1.

Euality Flag Setting:

Eroad Peak

Cverlap

Spectral Pull-up

Cut of Bin Allele

NERE

Control Concordance
Lowy Peak Height
Off-zcale

Peak Height Ratio

RN

~P@Y Threshold

Sizing Guality:

Genatype Guality:

Pass Range:
Fram IF to1.0
From |0.75 to1.0

Lowy Guality Range:

From 0.0to

From 0.0to

0.25

0.25

|

Factory Defaults |

Ok | Cancel |
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MiniFiler Analysis Settings:

Analysis Method Editor - HID x|

General Peak Detector I Peak Guality I Guality Flags I
BinSet:  |AmpFLSTR_MiniFiler_GS500_Eins_v1 |
V Use marker-specific stutter ratio if available
Marker Repest Type Tri Tetra Perta Hexa
Cut-off Yalue 0.0 0.1 0.0 0.0
dinus4 Ratio 0.0 0.0 0.0 0.0
Minuz2 Distance Fram 0.0 0.0 0.0 0.0
To |00 0.0 0.0 0.0
Minuzs Stutter Ratio 0.0 0.0 0.0 0.0
Minuz Stutter Distance Fram 0.0 3.25 0.0 0.0
To |00 4.75 0.0 0.0
Pluz Stutter Ratio 0.0 0.0 0.0 0.0
Plus Stutter Distance From 0.0 0.0 0.0 0.0
To |00 0.0 0.0 0.0
Amelogenin Cutaff |0_1

Range Fitter ... | Factory Defaults |

Analysis Method Editor - HI

Generall Allelel Peak Detecto

Signal level }

Homozygous min peak height

Heterozygous min peak height

~Heterozygote balance /
Min pesk height ratio I [oz !

~Peak morphology

Maix peak wickh (basepairs)

—Pull-up peak b U
Pull-up ratio 0.05
Allele number

Maix expected alleles

Factory Defaults |

Analysis Method Editor - HI x|

General I Allele

| Peak Guality I Guality Flags I

Peak Detection Algarithm: IAdvanced - l

Range:
Analysis Sizing

Partial Range LI IPartiaI SizesLI
Start Pt |2500 Start Size:l?
Stop Pt [10000 Stop Size: W

v

| Southern

~Smoothing and Baseliningﬂ
Stacthing = Maone
& Ligl
 Heavy
Baseline Winddw: 251 ot

~Peak Detection
Peak Amplitude Thresholds:
B fs  Rfs
G: I?s o I?S
v s

. Peak Half Yidth: 2 pts
nomial Degree: 3
Window Size: 15 pts
e Threshold
Peak Start: 0.0
Peak End: 0.0

Analysis Method Editor - HID

Generall AIIeIeI Peak Detectorl Peak Qualit

Guiality weights are between 0 and 1.

Euality Flag Setting:
ID.S

Spectral Pull-up

Eroad Peak IF
Cut of Bin &llele ID.S
Overlap IU-8

g

Control Concordance

Lowy Peak Height

=
wa

T

Off-zcale

Peak Height Ratio

~P@Y Threshold

Pass Range:
Sizing Guality:

Genotype Quality: From |0.73

Fram Ith.

to1.0

Lowy Guality Range:
o From0.0to  |0.25

FromQ.0to  |0.25

Factory Defaults |

OK | Cancel |

OK | Cancel |
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YFiler Analysis Settings:

finalysis Method Editor - HID X

General 'eak Detector || Peak Guality | Quality Flags
Bin Set: |AmpFLSTR_YfiIer_Binset_v2 w |
Use marker-zpecific stutter ratio if available

Marker Repest Type Tri Tetra Penta Hexa

Cut-off Yalue 0.03 0.03 oo 0.03

hinusA, Ratio oo oo on oo

Minus2, Distance From | 0.0 oo oo 0.0
To oo oo on oo

Minuz Stutter Ratio oo oo oo oo

Minus Stutter Distance  From | 2.25 325 425 525
Ta 375 475 575 675

Pluzs Stutter Ratio oo oo on oo

Plus Stutter Distance From | 0.0 oo oo 0.0
Ta oo oo on oo

Amelogenin Cutoff

Range Filter ..

Factory Defautts

Eﬂ'ﬁfi

Analysis Method Editor - HID

Generall AIIeIeI Peak Detectar

~Signal level

Homozygous min peak height

Heterozygous min peak height

Quality F% \‘

Heterozygote balance
Min peak height ratio

~Peak morphology
Max peak width (basepairs)

~Pull-up peak
Pull-up ratio

0.05

Allele number

Maix expected alleles

Factory Defaults |

Analysis Method Editor - HID

General I Allele Peak Cuality I Guality Flags I

Pesk Detection Algorithim: IAdvanced -

~Stoathing and Baselining
in. Peak Half Width:

Smoathing " Mone
& Light ornisl Degree:
" Heavy Peak\Window Size:
Baszeline Nnd’ |51 it Thireshold
ak Start:
Peak End:

R: ITS

o ITS

Range: ~Peak Detection
Arlhysis Sizing Peak Amplitude Threshaolds:
Pattisl Range 7| [Partial Sizes 7 | B s
Start Pt [2500 Start Sizer |75
— G |75
Stop Pt (10000 Stop Size: 400
¥: [75

Factory Defaults |

Lo |

Cancel |

nalysis Method Editor - HID

1 Generall AIIeIeI Peak Detectorl Peak Cluality

Guality weights are between 0 and 1

| Quality Flag Setting

Spectral Pull-up Control Concordance

Broad Peak IF Laowy Peak Height
Cut of Bin Allele ID.S Off-scale

Peak Height Ratio

|
Crverlap IU-8

A

x|

~PQY Threshald:
Pass Range: Lo Giuality Range:
Sizing Guality: From IU-?'S tol1.0 From0O.0Ota |0.25
I Genotype Guality: Fram 075 to10 From0Ota  [025

Factory Defaulis |

Ok | Cancel |

QK | Cancel |
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