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1 Setup on the Analysis Computer

" 0 #1°"
$ $ =

$ $ 0 #1"
) ( " (8
$ 0 "
1.1 Login
e "
# e User Name — BgmidC

old Password - *
t0 " Tools — Options — Users — New User
#1 $ "
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1.2 Panel Manager

+ Panels  BinSets $
Recommendation: 8 B C
*
0 ;

D D.* $ )

D D.* 3§ )

#Tools — Panel Manager
#File - Import Panels

$ Panel Manager(

#File - Import BinSet
$ 3 "

(*Panel Manager
. File Edit Bins Wisw

A 3¢ || B0 || ] oo ]

1| i B ] [ [ [

- EIPansl Manager

[CJoIPplex_Panels_v0
|_JBictyps_Panels_+3

(&) Import Bin Set

Suchen in

x|
= 2 oEE

|2 Bistype

Biotype_Panels_v3 tat

Intpart
> snbrechen

Dateiname:  [Biotype_Bins_v3txt

Detetyp:  [all Dateien

Ok Cancel Apply

Fig. 1
#Apply —» OK
#& Panels  BinSets$
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1.3 GeneMapper Manager

+ Analysis Methods( Table Settings(
Plot Settings(  Size Standards $
Recommendation: ) (
" ( " %
$ 8 * - - )

#Tools — GeneMapper Manager
$ " $9) Import
# Analysis Method — Import
# Table Setting — Import
# Plot Setting — Import
# Size Standard — Import

Analysis Methods( Table Settings( Plot Settings ~ Size
Standards $
& Analysis Methods( Table Settings( Plot Settings  Size Standards
$ " " $
Advanced
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2 Calibration using Allelic Ladders

= ) "
( hoo& $
&
$ $
$ b
-3 % E$ ($
$
$
(&
$
Calibration using Multi-Capillary Analysers
" #$
$ $
" $
$ " ) $
$ & "
$ $
System Parameters
(& %
(&
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3 Evaluation of Analysis Data

.
#
File — Add Samples to Project
8 $ L
Add Samples — Add to List — Add
# $ Table Setting # $ ( Table
for 2 Alleles & *  Table for 10 Alleles &
# E$ Samples
"$ ; Status( Sample Name( Sample Type(
Analysis Method( Panel( Size Standard( Matrix <
SQOF( SFNFF( OSF( SQF( UD1F* GH - /,
Tablel. § < * GH,
PQV* Definition
SQO "G - b S
SFNF &
0S R T $ " # )
$
SQ % "G ;o hso " $
ub1 + 0 /;

( $ 8 3 Process Quality Values
GeneMapper ID Software User Guide

# $ Sample Typ #
* " Sample( Allelic Ladder( Positive Control( Negative Control( $ (
"L E$ $ $
- ( $ & " $ (
& "8
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# $ Analysis Method #
o ; D3 D./7,

= 03§ ) $ v7
y 1708

Important Annotation
&
$ ( $
L D D. Allele * "o

analysis Method Editor - HID x|

General Allele I Peak Detectorl Peak Qualit\,fl Guiality Flagsl

Bin Set:

Fig. 2 ( Allele($ $) t

# $ Panel # ( "& -DD D:
#  $ Size Standard # ("™ #175D97H>TT
& % 997 *175,
# Matrix ! /7 *
$ ( 7 ,

"/
#0$) " [ ks Analysis(
E$ ) (3
$ Status * "L

@)GeneMapper ID v3.2.1 - *QC_M31 - gmid Is Logged In _[ol x|
File Edt Analysis Wiew Tools Help
& & @‘Ha DﬂHMM H_IH HI| H > é ||Tab\eSemngHITablelurZAlleles ﬂm“@ %Hm |
=3P | Samples | Genatypes |
C | Status [Sample Name |Sample Type |analysis Method  [Panel |size Standardl [atrix [sao |

2 VER_M31_DNAT_0.5ng_b |Pastive Control | Analysis_HD_3 0 |Noraplex_|_Panels_v2 [S5T-ROX_S0-400kp | A1_Biotypet

‘3 ‘VEK,Mm,DNAw _O&ng o ‘Samp\e ‘Ana\ysusj\nmu ‘Nnnaplexiljana\siﬁ ‘SSTVROXjEIrQEIEIbp ‘A1 _Biotypel | =
il | [T G
Analysis Completed B
Fig. 3
Annotation
+ $  Fill Down

$ g DD Dl )

$ # " K Edit — Fill Down
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#24

Project Analysis
#$

Edit - Select All

Analysis — Display Plot
# $ Plot Setting #

"o D> ¢ M2 2
Scaling of the Analysis Range
$ "

>79 ($9) D S 2

$ "( #9) $

(7)5amples Plot
Fle Edb wew Tools Alleles Help

ey creee—— 0 e ] o | P T

[0 | | P | e
=

Sample Nate Pind. |sun |sq
VEK_ALM_WPL ‘Nmuplm_]_m 2 ‘ i_
[N [FC& DI85 ]
o 00 200 00

400

4000

3000

2000

1000

Fig.4 $ " rn
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4 Template Files for Biotype Test Kits

A. Size Standards #175D974#977
# "D1T#9T7
B. Panels D
BinSets D
C. Analysis Method D3 D./7
D3 D./.7
D3 D./7D97
D3 D./.7D97
D. Plot Settings D:
D.
D>
90>
D9
E. Table Settings s
/7
-3
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#114

A. Size Standards

SST-ROX
8% $ 5 " ($8) §
b s,
( r& ,
0 " % % DNA
Size Standard 550 (ROX) 50( 60( 70( 80( 90( 100( 120( 140(
160( 180( 190( 200( 220( 240( 260( 280( 300( 320( 340( 360( 380( 400(
425(450(475(500(525  550bp % (
$ ($ %
Adjustment of the basic template
$ #175D974#977 " 97
977 ¢ "9, - >77 $
$ ) ( " "R >77
$ " #175D9THTT

100 00 200 400 500

SN

Eoofmaleos| [zoa] | [ens] [eon] Ezoal
B oo

[so.0[eoo]100.0] 1400 180.0]
[200.0]
Fig.54 $ " & % 997 *1°5,(0 "

Definition of a New Size Standard
% (
#Tools — GeneMapper Manager
$ b
#New — Basic or Advanced
" L #1°5D974977 oo
s ") i
$§ " L
# Size Standard Dye
M #1"5JRed NN # = JOrange,

SST-BTO
) 90 $ ¥
o I 7t -9, & % 997+
$ DNA Size Standard 550 (BT0) #
"D17#977 " " $ )
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B. Panels and BinSets

Panels
" ys ) f M s, $

# Marker Name* 10 $

# Dye Colour

#Min. Size  Max. Size * $ " ,

# Control Alleles * 0 &,

# Marker Repeat * ,
# Marker Specific Stutter Ratio *P B(7/.% /.Q

) 8 y ot

# Comments
# Ladder Alleles * $ ( ,

RI=TE
Datei Bearbeiten Format  Ansicht 2

#eeneMapper ID w3, 2.1 Last edited 25012010 -
version GM w3.0

kit type: MICROSATELLITE

Chemistry Kit Bictype_Panels_w3 none

Panel MonapTlex_I_Fanels_w2 nane

AM bhlue 86 93 Ha ¥ 9 0.13 none
D351358 bhlue G5 148 17,18 4 0.13 nane

THOL hlue 149 19z 6,9.3 4 0.13 none

SE33 blue 193 389 17,21.2 4 0.13 none

WA green o3 158 15,18 4 0.13 none

FGa green 15G 235 20,26 4 0.13 none
018551 green 236 Ere] 12,14 4 0.13 none
0E51179 yellow 115 18% 9,10 4 0.13 none
021511 wellow 190 285 27,28 4 0.13 none

K H .z
Fig.6 $
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BinSets

#Name *

#/.4

# Length of fragments*

# Upper and lower range of tolerance *

P Biotype_Bins_v3.txt - Editor

Datei Bearbeiten

Format  Ansicht 7

~=lolx

version

Chemistry Kit
Binset NWame
Panel Name
Marker Mame

GM 3.0
Biotype_Panels_w3
Biotype_Bins_v3
Nonaplex_I_Panels_w2
AM

[FGenemapper ID v3.2.1 Last edited 25012010 £J

£ 88 0.5 0.5
A =38 0.5 0.5
Marker Mame 0351358

8 j=l=} 0.5 0.5
El 103 0.5 0.5
10 107 0.5 0.5
11 111 0.5 0.5
12 115 0.5 0.5
13 115 0.5 0.5
14 123 0.5 0.5
15 127 0.5 0.5
16 131 0.5 0.5
17 135 0.5 0.5
18 139 0.5 0.5
15 143 0.5 0.5
20 147 0.5 0.5
Marker name THO1

4 150 0.5 0.5
5 154 0.5 0.5
3] 158 0.5 0.5
6.3 1al 0.5 0.4
7 laz 0.4 0.5
7.3 165 0.5 0.4
8 166 0.4 0.5
8.3 169 0.5 0.4
=] 170 0.4 0.4 :J
Fig.7 $
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C. Analysis Methods

! " g 31 s A
Analysis_HID_310 3 17Q &

Analysis_HID_ 3130 3 :7Q &
Analysis_HID_310_50rfu 3 & -
Analysis_HID_3130_50rfu 3 & -

Note; " $ 3 b./7 3 D./7D97 -

Analysis_HID_310
# % one & ( & -
#@ ) $$ " ) "

()5amples Plot

Fle Edt Wew Toos Aleles Help
Plot Setting: [Piots_tclyes =] B || panes: 5 L1 | IR M| | [ || AAEEE 21
[ | T o P |

Sample Name ‘Pami ‘sqn ‘su

here are no controls in this selection |

VEK_NU1_DNAL 0 fng_c ‘l‘lmuplﬂjﬁl’xmdsiﬂ ‘ ‘ [] =
[=-] D351388 [THOL SE33 ]
00 200 EQ 40

VEK_N1_DNAL_0.5ng_c ‘Nm_]_m_vz ‘ ‘ []
BN [FCA | DIESET
0 El El 400
anon
2000 ‘l ﬂ A
. . L .
VEK_WU1_DNAL 0 5ng_¢ ‘Nm_l_m_vz ‘ ‘ [
DEsIITe ] [DEISIT ] G
o 200 200 400
dﬂﬂﬂ:[ |
N “ i) .
el Fd
=l
L« | |
Fig. 8 4- 8 HID_310

Problems with importing analysis methods
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Analysis_HID_310

Analysis Method Editor - HID

Advanced Peak Detection (AB1310 with Windows PC),
20% Cutoff Filter, max 200 rfu

Fig.9  General $

$ :7/7



Analysis_HID_310

#/14

Analysis Method Editor - HID x|

General &l | Peak Detectnrl Peak Qualityl Guality Flagsl

Bin Set:
V¥ Use marker-specific stutter ratio if available
harker Repeat Type Tri Tetra Penta Hexa
Cut-oif Yalue fo2 joz joz jo.o
Minuis Ratio o joo joo jon
Minus2 Distance From 0.0 joo joo joo
T jon joo joo joo
Minus Stutter Ratio o0 joo joo jon
Minus Stutter Distance  From  [2.25 j3.25 Ja.25 jon
To prs Ja.7s J5.75 jon
Plus Stutter Ratin 0.0 0.0 0.0 0.0
Pluz Stutter Distance From 0.0 0.0 0.0 0.0
To Joo joo joo joo
Arnelogenin Cutoff IU a5
Range Fitter .. | Factary Defaults |
Ok | Cancel |
Fig. 10  Allele
Cut-off Value
O# H 7:% :7Q $ " )
) = v y 70
Method limitation
Analysis_HID_310  Analysis_HID_3130 $ :7Q
& -
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Analysis_HID 310

#/IA#

Analysis Method Editor - HID

General | Allsls

I Peak Qual'rtyl sty Flags I

Peak Detection Algarithm: IAdvanced = I

—Smocthing and Easelining

Srnocthing " Mone
& Light
e Heavy

Bsseling Window: |51 pt=

Peak Start:

—Size Calling Method
(" 2nd Order Least Sguares
™ 3rd Orcer Least Sguares
" Cuhbic Spling Interpalation
% Local Southern Method
" Global Southern Method

Peak End:

~Ranges —Peak Detection
Anialysis Sizing Peak Smplitude Theesholds:
Partial Range j IAII Sizes = B: I2DEI R: IZDD
Start PE: 2000 Start Size ID
— o G: [200 o: 200
Stop PE 10000 Stop Size; 1000
Y. |200

Min. Peak Half Width:

Polynomial Cegree:

Peak Window Size:
~Slope Threshold

|2 pts

Factary Defaults |

Ok

| Cancel |

Fig. 11 Peak Detector

# ) §$ $
/ $
Peak Window Size $ %
$ b )=
. " )= 4
3
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Analysis_HID_310
Analysis Method Editor - HID

Pesk Detector

Fig. 12 Peak Quality( 3 )<

" 3
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Analysis_HID_310
Analysis Method Editor - HID

Peak cusity

Fig. 13 Quality Flags "o )<
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Sensitive HID analysis method for stains and DNA mixtures

Analysis_HID_310_50rfu

Analysis Method Editor - HID x|

General Allele | Peak Detectorl Peak G‘eual'rt\,n'l Guality Flagsl

Bin Set:
¥ Use marker-specific stutter ratio it available
Warker Repeat Type : Tri Tetra Perta Hexa
Cut-oit Value jon oo oo oo
MinusA, Ratio joo oo oo oo
MinusA Distance From 00 oo oo oo
To joo oo oo oo
Minus Stutter Ratio joo oo oo oo
Minus Stutter Distance  From  [2.25 .25 J 25 oo
To |75 a.75 575 joo
Plus Stutter Ratio 0.0 0.0 0.0 0.0
Plus Stutter Distance From 0.0 oo oo 0o
To Joo oo oo oo
Armelagenin Cutoff Iu,zs
Ranoe Fiter. | Factary Defaults |
0K | Cancel |
Fig. 14  Allele ( $ ;& 0 #"

Changing the Filter Value in the Allele tab

$ n

#Tools — GeneMapper Manager

# $ Analysis Method
# " $

MinusA( Minus Stutter( Plus Stutter *

#03 )

$
$

#9)

/>,
$

; Cut-off Value(
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Analysis_HID_310_50rfu

Analysis Method Editor - HID

Generall Allele ; Pesk Detector || Peakc G‘eualityl Cuality Flagsl

Peak Detection Algorithm: I.L\.dvanced b I

—Smoathing and Baselining
in. Peak Half Wicth:
Smoothing " Mane
Palyhatial Degree:

" Light
" Heawy Peak Wincow Size:
Baseline WWincaw: |51 pts g = e
Peak Start:
—Size Calling Methodd Peak End:

" 2nd Order Least Sguares

~Ranges ~Peak Detection
Arialysis Sizing Peak Amplitude Thresholds:
Partial Range LI IAII Sizes LI B: ISD R: ISD
Start PE|2000 Shart Size:ID
Stop Pt |10000 Stop Si I1DDD o ISD o: ISD
op Pt ap Sl
: ISU

o

-

11 pts

" 3rd Order Least Squares
" Cubic Spline Interpalation
¥ Local Southern Methord
£ Global Southern Method

Factory Defaults |

| Cancel |

ok
Fig. 15  Peak Detector( # $ ;97
Changing the Filter Value in the Peak Detector tab
# Peak Amplitude Threshold  $ ) " $$
$ 0 97#: 77
1+
Recommendation; ) "
"
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D. Plot Settings

Plots_2dyes $ * (1
Plots_3dyes $ *
Plots_4dyes $
PlotsBT5_4dyes $ (O
Plots_5dyes $

Description
9 $

#
g s s v
#

# n
(7)5amples Plot

Fle Edt Wew ool Alleles Help

Pt et oto_toveo 1= [0 ||| panes [ =1 | | PO _ Bl | S| | WA AL
I L

Sample Name Pand. |sun |su
VEK_ALM_ DL ‘Nmupmlm 2 | ‘ [] —
frwa [FCa |[BEE) ]
100 200 200 an0
4000
2000
= el
[11]13][1s][17][+al21 18] [26]
[12[4]fre][12] za] [r7reliz1]zafzs z7]/za1]
VEE_ND1_DNAL 0.5ng_c |Nmmg_l_h.ds_ﬂ ‘ B
FWA [FGA
100
4000
2000 J A
i s i
] -
L | =l
[X 18841 V 4038] [Peak: Data Point 4326 Size 186,78 Height 3754 Allele 20] [Bin: 20 Marker FGA]
Fig.16 = $ &
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New Peak Designations (Labels)
RN t

#Tools — GeneMapper Manager

# $ Plot Settin #$ %)

# "o $ E Labels; Allele Call(
Height( Size * " /A

4 $ $ $ " & "

OK

Plot Settings Editor X
General | Sample Header | Genotype Header | Sizing Tatle | Labels | Display Settings
[ Show Label [When opening the Flot Mindow:
Lakel1:  |Allele Cal v ] Show data type prefixes
Label 2 |Mone v [] Show type of edit
Label 3 [Mone [ nvert mutant labels
Label 4 [Allele Cal Label Calor; [Dye Colar-Bordsr ~
larea
Height
Fort
Size:

|AE Commert

Fig. 17 "( Labels " )
& ) $
Sizing Table * R4 B

s s 5 5 o
OK

Plot Settings Editor 3

4 Alele
5 Size
6 Height

Fig. 18 "( Sizing Table

$ 7



E. Table Settings

Table for 2 Alleles &
Table for 10 Alleles & -
Table for 2 Alleles

# % one & ( " & #

# ! ) $ )
# $ ) * Hes
e - ) - :
# "$ Genotypes; Sample Name(
Marker( Allele 1( Allele 2( < AEF( OSF( BINF(
PHRF( SPUF( ANF( BDF( CCF( GQF* GH - 5

(7)GeneMapper ID v3.2.1 - QC_M91 - gmid Is Logged In -[olx]
Fle Edt Analysis Yew Tooks Help
& = ﬂH% Eﬂ”mﬁ u_[H. HI] H. 3 |‘TahleSaﬂ\ngHITEb\EIDr?AIIE\Es LI@H@ %Hn |
=-IPe | Samples Genotypes |
B \SEmple Narme: |Marker Dye [&lele1 |Alele2 [AE |os ‘BIN FHR |SFU |AN |BD
[CR /E+<_v91_DNat_05ng e X v

20 WEK_MWI1_DMAT_0.5ng_c 0351358 17 18

pal WEK_MWI1_DMAT_0.5ng_c THO L 9.3

22 WEK_MWI1_DMAT_0.5ng_c SE33

E
E
E
E
23 WEK_MWI1_DMAT_0.5ng_c VA L ) 18
=}
=}
W
W

HEEER
=== =0

HEE I‘l‘l‘l‘l|l| 3
v

17 21.2

A

A
A

24 VEM_MI1 DMAT_DSngc  |FGA 20 26
12 14

25 WEK_MWI1_DMAT_0.5ng_c 018551

el
el

26 WEM_M91_DMAT DSng e |DEST179 a 10 1A
aff o [7 [vEK el Dnal DSng e Jozis 27 28 A =
Analysis Completed _sop |

Fig. 19 " 4-$ Table for 2 Alleles

# < 3 £t
3 $ = $ "0 $)e 6, ( GH

£0 %) " GH ( OCH -

)< "

Signal Table

= O
o
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Table2. $ G H * GH,
PQV* Definition
AE 4
0S B $ "
$
BIN "
PHR )3 " 1 $5 )
SPU $ #+ $ ) $ $
AN & ;
BD ) ) - % ¢ /9
cC 0 $ $:$ $ "
0 &
GQ G < & $
( $ %) Process Quality Values

GeneMapper ID Software User Guide

$ 7




Table for 10 Alleles

# % - different &

# " ) $ )

# $ ) F Hes

L. - ) /7 :

# "$ Genotypes; Sample Name(
Marker( Allele 1 S Allele 10( < AEF( OSK(
BINF( PHRF( SPUF( BDF( CCF( GQF* GH - :

GeneMapper ID ¥3.2.1 - *QC_M91 - gmid Is Logged In =101 =]
Edit analysis Wiew Tools Help

EF@@]H%%HMUJH. H.‘||TahIESEmngHTahlefur‘\DAHEIEs vl@“@é”ml
=6 | Samples Genctypes |
1 [Somple Heme [Marker  [Dye [Allele 1 [&llele 2 [Allcle 3 [Allele 4 [l 5 [Allele & [2llele 7 [2llele 8 [2lele 5 |&llelz 10

N AM B |[x ks |-

(2 [VEK_ALM_M31 Diz3e B [10 |1 [FERE [CRE 1 17 18 1a

3 [VEK_ALM M3t THOT B |5 & 7 5 a EERET 103 [13 133

4 [VEK_ LM 31 SE33 B |63 |73 |8 3 w0z |1 12 13 132

5 [VEK_aLM 31 A, c [ 1z [13 |1s [EERIE 7 18 19 20

B [VEK_ALM_M31 FGA ¢ [& |17 [ig |1 20 2 22 23 232 |24

7 [VEK_aLM 3t e 1w [tez |1 [EREE] 132 |14 15 16

5 [VEK_aLM 31 Dezii7a v |8 ] o 12 3 14 13 18 17

3 [VEK_ALM 31 L2151 v |28 |26 |27 |28 2 232 |30 Bl 2 32

10 [VEK_1_PNAT_D.5ng &M B [x ¥

11 [VEK_MS1_DNA1_05na|D351355 B 17 18

12 [VEK_W81_DNA1_0.5ng | THOM B |5 a3 ||

13 |VEK_WE1_DNAT_0.5ng | SE33 B [17 (212

14 [VEK_WS1_DNAT_0.5ng A G [15 |18

15 [VEK_MS1_DNAT_05na |FGA e |20 |

16 |VEK_WG1_DNAT O5na|D18s51 |G 12 14

17 [VEK_WG1_PNA1_DSng|DESTI7S ¥ |3 10

18 [VEK_WS1_PNAT_05na D151 |¥ |27 |28 -
Jofel| [T I ;
Analysis Commpleted [ siop |
Fig. 20 * 4-$ Table for 10 Alleles

Table Export

#

#File — Export Table

# P-B # - P$EB $ #

" $ - $ Exporting
Table Data GeneMapper ID Software User Guide.

$ 7
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5 Check Analysis Data

General Procedure for Analysis

/0 %) b
0 %) s
.09 0
>0 & 0
91
Check Size Standard
# E$ % G * GHJ G, $9)
i $ 8 " (w8 "o
% ,

(#)size Match Editor

File Edit Wiew Tools

AL_ | Size Matches | Size Calling Curve
Ek_
Sizing Quality = 1.0 Dverride 50
5000
350400
4000 280 =0 32034.;,360
1301%0 22024‘3 00
5060, ¢ & 100 % 140
3000
2000
1000
] L b +
) 3000 4000 5000 6000 7000 000
"N 4 L3
4 [ |

Ok Canacel Apply

Fig.210 §) " % 0
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Check Allelic Ladder
# 3 $ $ 9 $ ($ 9 $ "

51

Fie Edt View Toos Aleles Help
Plot Setting: [Prats_tclves <[ || panes: o =1 | I | | | R F
T B | | TP |

Sample Name Pand ‘sqn ‘su
AL_ND1_09-09 3 |Nmup|.nj7]’:nd:7ﬂ | ,i_ -
WA [FGA [DISSEL 1
100 200 200 ano
2400
2200
2000
1900
1600
1200
1200 |
000
100
500
400
200
o S e
L« ] |

[X 42281 v -583]

Fig.220 $) "  $0

Controls

#&J & $ " $
#00J0 0§ $ 0

$ 7



Check Positive Control

VEK_WY1_DNAL 0 5ng_c HNenaplex_I_Pands_v? []
[-] [D351358 [THOL SE33 ]
00 El El 400

A FGA | DISSEL
100 200 200 400
mnni ‘
2000
A 00, 0 AL :
VEK_Mb1_DNAL 0.5ng_c Nenaplex_I_Pands v2 []
851170 ] DELSIT ]
100 200 300 400
dﬂ[l[l:[ |
P w I N
Bl

L |

Fig.230 $) "0 &

Positive Control
= 3 "< ;
#0 0% $ 0 *J00,

Negative Control

"8 $ &
$)" " $ $

$ 7
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Review Sample Data

(#)samples Plot

File Edit Yiew Tools Aleles Help
Plot Setting: |Piots_sdyes ] ‘ ‘ Panes g x | ] ‘ ||ﬁl:‘ “MHM

ML | el P |
Sample Hame Pmd ‘squ ‘su
EK_ALM_NDL ‘Nmnple:_l_l’uﬂs_ﬂ | [] 1=

A [FGA |[DI85E1 1
100 200 200 400

2000

EK_NMD1_DNAL Zing_lm20 |Nnnxp|.nj)’snd:)ﬂ ‘ ‘ [] ;l
WA [FGA | [DISSET 1
100 200 300 400
5000
=

(K

Fig. 240

Off-Ladder Allele
) OL*J " #0 .5 " %
$ 9)
%) "

Delete Allele
# $ " " % )($9)
[oL]#$ )'$ " # $¢) "
" $  Delete Allele
# ( Add Allele Comment )
" " $ "

Rename Allele

# 0 ) 8 $
" Custom

$ 7
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Change Panels and BinSets

2 $ =
= 4-
#0
#0 $
tFile — Save as
#e
Annotation
& § " $ $
*4..:7/ $, $
$
$
) §

6 Print Options and Page Setup

Samples Plot " $
#Table % $
#Plot $ "
Honor plots per pane * 2
Small( Medium( Large* $ %

#$9

Important; H

T79

$

$ >,

(r

T7>

File - Page Setup;

$ 7



7 Troubleshooting Guide

General Help in software

0 %)

Observation

B Log

SC

Help — GeneMapper ID 3.2.1 Help
$ User Guide $ 8

Possible Cause

0

$
B U
$ $) -  Panel-Import-

is not

Analysis Method

v A7

Comments

$ 7

one

first allele

$



Observation Possible Cause
" ) H $
) oL & b 997 *1"5
# 5
$ 9
)
$
"RSTITY R /T
X777V 42 /.7
( ) (
$ " $
$
# ) $
o) C
$ $
$
$ "
s v
(
/ $
- " * 37/
2.7
3 8" $
$
Trademarks
W (345(8&4 (175( ! ( $ (
) @ s ¢
= )y $ 0

Comments

" B E$C ()

$ " $ %)
Error Message Info
GH

09) $  Size Match
Editor

] Peak Window

t $ $ "
Tools — Options $
Analysis
Duplicate homozygous alleles

/1 s
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