


Chapter 8 Additional Tools

Convert TXT to Binary

Tools — Convert Text to Binary Files

The Convert Text to Binary tool allows the user to upload trace data information in Text (.txt) file format for
conversion into a four-color SCF file or a five-color SGI1 file. The SCF and SG1 files can then be read by
GeneMarker and translated into chromatograms. This tool is useful for institutions developing their own
fragment analysis instruments.

Procedure

1. Click the Load Text File button and select Text (.txt) files to
convert

2. Once files are uploaded, they will appear in the Text File
field

3. The software will automatically calculate a Recommended
Ratio for the user to condense the number of frames in a
single trace

4. Enter a condense frames by XX number in the Condense
Frames field

5. Click Export to SG1 if exporting a five-color trace, click
Export to SCF if exporting a four-color trace.

Export Elecropherogram
Tools —Export Electropherogram

The Export Electropherogram tool allows the user to
export the trace images to a specified folder.

Procedure

1. Use a dropdown menu to specify the output folder.

2. Specify the prefix and suffix for the exported file

name. The full file name will be Prefix+Sample

name+”_"+Dye name+Suffix+Extension name.

Select samples, Dyes and Image Size

4. Use a dropdown menu to specify the export format.
JPEG and PNG are both available. PNG is

recommended

»
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Chapter 9 User Management
Procedure

User Manager

History

Settings

Edit History/ Audit Trail
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Chapter 9 User Management

Overview
User management may be implemented after installation of GeneMarker. The — =
administrator activates User Management from the Help drop-down menu. User || rmm— T Tewm
management provides control of user access rights, automatically generates an =
audit trail of all edits to genotyping projects and is used to populate the D
Organization and Operator fields in print reports such as MLPA and Trisomy.
Procedure S
1. Select Help — User Management ¥ oo o
2. The Login box appears
3. Click Run User Protection to activate the Setup Administrator Sotup Adminisuggee =)
4. Enter Organization, an Administrator username and password R SR 7w e
5. Click OK i [———————
6. You are now logged in as the Administrator R
7. Click the Add User button to add additional users o—
8.  Click the Access Rights button to set up user type access permissions R —
9. Be sure to select Run User Protection and click OK to exit I —
User Manager |
The User Manager tab displays user information and contains options for creating and deleting users.
User Window ll, User Manager - ‘Admin’ logged in =[E] R ]
Displays all users by name, type and creation date User Manager | Hista | Settings |
. . User Name | User Type | Create Time |

Orgamzatlon Adrmin Administrator  4/3/2007 12:58:32 PM Aedd User

. . Tamrmy Lab Manager 4/13/2007 215:41 PM ——
Enter your organization name oo ™ RN e
Run User Protection Kesin Reviewer 4/13/2007 2:16:27 PM
When selected, users will be prompted to log on with a user
name and password. When deselected, any person can launch
GeneMarker without a username and password. fccsss ights
Add User e
Launches the Add User box where a new username and || o """
password can be input. This is also where the user type can be || ¥ furt=Putecion

chosen. A user can be deleted by right-clicking the username
and selecting Delete User.
NOTE: Only the Administrator can add and delete users.

Access Rights of User Types =]
My Password . . Access Rights: User Type:
Launches the Change Password box where the user that is logged in can Edt Aleles
. Insert Alleles Analyst
enter a new password. The new password must be entered twice to Dekese Alees Lab Manager
Confirm Allel
ensure accuracy. u“'nlo"n?rmil ?ej\es
| Comment Alleles
Access Rights s !
. . Set Run Opti 3
Launches the Access Rights of User Types box where the different access Ed Cobration. veers \
1 3 . ol . . | | Recover Data Kevin l
rights available to each user type can be identified. Clicking the Set Enable/Disable Sarples
. . Wl Comment Samples ) I
Default button will return the Access Rights for the User Type selected | |;A% samols to project
back to factory defaults. ik
.. . Edit 5
NOTE: Only the Administrator can change Access Rights for a User Ex.amfamf(te
Update Software
Type.
Change User
Prompts for a confirmation of action then launches the Login box. et Dot [ | _ coms

Choose a new user and enter the user’s password to login.
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Chapter 9 User Management

History
The User Manager History tab monitors user activity associated with
the user manager function.

Date/Time
Records the computer’s date and time for the activity.

User
Identifies the username of the person that performed the activity.

Events
Records the user manager activity that was performed.

Comments

Gives additional information for the event that was performed. For example, if a user

username of the person that was added is recorded under Comments.

Settings
The User Manager Settings tab contains additional options for the User
Management function.

Overtime Protection

When selected, GeneMarker will logout the user after the specified
time entered in the Wait field. When the user is logged out, the status
of the analysis remains unchanged until the user logs back in (with
username and password).

Record Data Edit History

When selected, any changes made to the allele calls of the project will
be saved in the Edit History log. Please see Edit History section below
for more information.

Edit History/Audit Trail

wfll, User Manager - "Admin’ logged in

=@ = ]

User Manager  Histay | Settings |

Date Time [ U1ser [ Events

| Comments

9/5/2007 3:14:45 PM
8/6/2007 3:14:40 PM
9/5/2007 31432 PM
9/5/2007 31410 PM
9/5/2007 31331 PM
4/5/2007 31321 PM
9/6/2007 31314 P
9/5/2007 31108 PM
8/6/2007 310:33 PM
9/5/2007 310:14 PM
8/6/2007 11505 PM
9/5/2007 35227 AM
8/31/2007 11:10:40
B/31/2007 10:44:32
8/30/2007 11:36:30
8/30/2007 11:36:25
8/30/2007 11:28:34
o 20

0 anT 1177

Ay
Admin
David

Delete uzer
Login
Log out
Login
Log out
Login
Log out
Login
Log out
Login
Log out
Login
Log out
Login
Log out
Login
Log out
[psre

David
Kewin
Kevin
Admin
Ay
Admin
Ay
Admin
Aty
Admin
Admin
Admin
Admin
Ay

Actocien

Jonathan
Forced tolog out.
Forced tolag ot

Forced tolog out.

R FunUser Pratestion
is added, then the
fll, User Manager - ‘Admin’ logged in [=[E] =]

User Manager | History  Sotings |

W Quertime Protection

wait [30 ] winues

¢ Record Dals Edit History

% Run User Protection I

When Record Data Edit History is selected in the User Manager Settings box (see User Management Settings
section above), any change to allele calls in the analysis will be recorded. Changes can also be recovered in the

Edit History feature.

Procedure

1. Click the Show Chart/Table icon in the Main Analysis window. — [foseee= SIELE

2. The Peak Table will appear below the sample electropherogram. || ®=ES [B-askE BE® 8- wefar 28

3. Make changes to allele calls by right-clicking any cell in that |""""c— — —=o —— ’
allele’s row in the Peak Table or right-click the grey vertical bar | ™
at the center of the peak in the electropherogram.

4. Choose to Edit Allele, Edit Comments, Add/Delete Allele, and
Confirm. See Chapter 3 Main Analysis Overview.

5. Once a change has been made to the allele call, notice the pink | E — I
shading in the No. column of the Peak Table. This indicates a | R L S = ou
change has been made to that allele.

6. Right-click any changed allele and select View History. L= ER ok 8

7. The Show Edit History window appears.

8. Select a change from the Edit History List to view changes in the
Current/Old Values table. Changes will be highlighted in red.

9. To recover a change, right-click the row in the Edit History List and select Recover Old Value. A star will

appear in the Recover column.

10. Click OK and click Yes when the warning prompts you to confirm.
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Chapter 9 User Management

Edits History Window

oll, Show Edit History

[=[@] =
Cunent / Dld Valuss:
Height  |area Matker  |Allele Diference [Qually  [Score  [Stant End Comments Qualiy Reasons
&8 543 DES1TE 13 [H] Check 08 14401451 IME. LS
OldValue  |Blue 1446 B8 543 DEs1173 13 0.2 Check |08 a0 st | e
Exit History List
[ Edit Time: | Drganization [ User | Operation | Module [ Recover |
z W5E007151724  GoGenstics i Comment Al AlleleChart
W1 W0 IB1TIE SofGenstics i Delete Alele AleleChan -

X Cancel
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2
2D OFFSET 161
2"° DERIVATIVE TRACE 18
A

ABI PANELS 98
ABI SNPLEX PANEL 124
ABIDE BY PANEL 70,87
ABIDE By PANEL 66, 68,131
ABOUT... 40
ACCESS RIGHTS 171
ACCOUNT 9,11
ACUTE MYELOID LEUKEMIA (AML) 142
ADD ALLELE 33
ADD FAMILY MEMBERS 101
ADD FILES 17
ADD FOLDER 17
ADD SAMPLES TO PROJECT 30,37
ADD SIzE PEAK 50
ADD USER 171
ADDITIONAL SETTINGS 24
ADJUST BY CONTROL PROBES 80,94
ADJUST MARKER 55
ADJUSTING PANELS 59
ADMINISTRATOR 171
ADVANCED POPULATION NORMALIZATION ........... 25,81, 84,85
AFFECTED STATUS 101
AFFECTION Locus DESCRIPTION 105
AFLP 73
AFLP ANALYSIS 77
AFLP PANEL CREATION 74
AFLP RUN WizARD SETTINGS 73
AFLP UNCONFIDENCE AT RIGHTSIDE SCORE.....cc00veeees 25,73,77
AFLP-SELECTIVE AMPLIFICATION 126
ALLELE BOUNDARIES 61
ALLELE CALL 23,32
ALLELE CALL FOLDER 29
ALLELE COMMENTS 33,34
ALLELE COUNT 68
ALLELE DETECTION (BIN TABLE) 74
ALLELE DETECTION WITH BIN TABLE 73
ALLELE EDITING OPTIONS 67
ALLELE EVALUATION 25
ALLELE LABEL 36,105
ALLELE LIST 65
ALLELIC LADDER 24
AMPLIFIED FRAGMENT LENGTH POLYMORPHISM (AFLP) ......... 73
ANALYSIS DISPLAY SETTINGS 36
ANALYSIS TYPE 22
ANEUPLOIDY 138
ANGELMAN SYNDROME 96
APPLY LINEAR CORRECTION 140
APPLY SAMPLE GROUPING 164
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AREA RATIO 33
AuDIT TRAIL 172
AuTO BINNING 54,55
AutoFITY 51
AuTo PuLL-uP REMOVAL 18
AuUTO RANGE 22,23
AuTto RuN 25,37
AUTO SCALE MARKERS 70,161
AUTOMATED PEDIGREE TRIO DIAGRAMS ....ceeveerenencnrnnnannnns 114
AUTOMATIC PANEL CREATION 58
AUTOMATICALLY RE-SORT REPORT 37
AUTOMATICALLY SCROLL CHARTS TO ALLELES WHEN SELECTED IN
REPORT 37
AUTOMATICALLY SELECTED CONTROL 86
AUTORANGE 19
AVERAGE LINKAGE 133
B
BACKGROUND IN WHITE 32,37
BASELINE SUBTRACTION 18,19, 22
BASEPAIR SIZE RANGE 32
BEST MATCH 45
BESTMATCH - MIATCH ALL 47
BESTIMIATCH - MIATCH SELECTED 47
BIN OPTIONS 55
BIN TABLE (AFLP/MLPA) 66
BINNING OPTIONS 67
BINS 53
BINs AuTo BuiLb 57
BROWSE BY ALL COLORS 41,110,113
BROWSE BY ALL COLORS 161
C
CALIBRATION PLOTS 50
CALL ALLELE 26,41
CALL SiZE AGAIN 25
CALL THE DYE 26
CALL THE MARKER 26
CARTESIAN PLOT 121
CHANGE MARKER 55
CHANGE PASSWORD 171
CHANGE USER 171
CHANNELS BUTTON 37
CHART HEIGHT 70
CHART OVERLAY 70
CHART SETTINGS 36
CHART SYNCHRONIZE 51
CHECK RANGE IN EDIT 61
CHEMISTRY 30
CHRONIC LYMPHOCYTIC LEUKEMIA (CLL) .ceeeeernnnneeerenecsnnnnnes 142
CIRCULARIZING PADLOCK LIGATION PROBES .ccvveeseesssssssssssssnns 126
CLASSIC 36
CLAsSIC TRISOMY PRINT REPORT 144
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CLIENT 10
CLIENT INSTALLATION 12
CLIENT UPGRADE 13
CLOSE ALL 35
CLUSTERING ANALYSIS 38
CLUSTERING ANALYSIS SETTINGS 133
CLUSTERING INFORMATION 123
CLUSTERING REPORT 134
CLUSTERING RULE 133
CODIS RePORT 929
CoLOR CHANNELS 17,37
COLUMNS 68
CoMBINED DNA INDEX SYSTEM (CODIS) ....eeeeeereeeccrcnnennnns 99
COMPLETE LINKAGE 133
ComPLEX PEAKS 119
CONDENSE FRAMES 168
CONFIDENCE LEVEL 25
CONFIGURE NETDOG SERVER 11
CONFIRM PEAK 67
CONFIRM PEAKS 35
CONFIRM/UNCONFIRM ALL 34
CONFIRM/UNCONFIRM ALLELE 33
CONFLICT WITH PARENTS 101
CONFLICT WITH SIBLINGS 101
CONTACT US 14
CONTENT OPTIONS 71
CONTROL GENE 56,91
CONTROL IDENTIFICATION 164
CONTROL IDENTIFIER 164, 165
ConTrOL MATCH MODE 164, 166
CONTROL PROBE 80,94
CONTROL PROBE 82
CONTROL PROBE NORMALIZATION 85
CONTROL SAMPLE SELECTION 84
CONVERT IMACINTOSH FILE FORMATS 7
CONVERT TEXT TO BINARY 168
CONVERT TEXT TO BINARY FILES 39
CONVERT TXT TO BINARY 168
COORDINATE Y 140
CoprY CURRENT CALIBRATION DATA 50
CORRECTED RATIO PLOT 145
CORRELATION COEFFICIENT 133
CREATE BIN 55
CREATE MIARKER 54
CREATE NEW PANEL 60
CREATE NEW SIZE STANDARD 47
CSV FILE 91
CusIC SPLINE METHOD 23
CURRENT/OLD VALUES 172
CURSOR LOCATOR 32
CURTAIN METHOD 38,117,118
CusTOM PANEL CREATION 58
CusTomize BiIN COLUMN 41
D
DAT FILE 103
DATA PROCESS 22
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DATA PROCESSING 24
DATABASE SAVE COMBINED GENOTYPES ...vvveesrenessrensssrsnnsens 113
DATABASE SEARCH: LOCATE DUPLICATE SAMPLES AND NEAREST
RELATIVES 110
DECIMAL PRECISION 36
DECONVOLUTE METHOD 119
DECONVOLUTION METHOD 38,117
DELETE BIN 56
DELETE BIN COLUMNS 67
DELETE CURRENT SIZE STANDARD 46
DELETE MARKER 55
DELETE PANEL 53,60
DELETE PEAK 67
DELETE PEAKS 35
DELETE SizE 44
DELETE Size PEAK 49
DELETE SIZE STANDARD 44,47
DELETE/UNDELETE ALLELE 33
DELETION/DUPLICATION 84
DELETIONS 86
DENDROGRAM 134
DIFFERENCE 33
DISABLE SAMPLES 30
DISABLED SAMPLES 37
DisABLED Size COLUMNS 48
DISABLED SIZE STATISTICS 49
DispLAY BINS 67
DispLAY CONFLICTS 101
DISPLAY SETTINGS 36
DISTANCE IMEASURE 133
DISTANCE/KB 56
DOSAGE HISTOGRAM 79
DOwWN SYNDROME 138
DUPLICATIONS 86
E
EcoTILLING 151
EDIT ALLELE 34
EpIT BIN 56
EDIT BINS 55
EDIT GROUP ALLELE 55
EDIT HISTORY 172
EDIT HISTORY LIST 172
EDIT MARKER 55
EDIT MARKER BINS 55
EDIT PANEL 53
EDIT S1zE 44
EDITING PEAKS 33,35
EDITING Size CALL 49
EDWARDS SYNDROME 138
ELECTROPHEROGRAM FEATURES 32
ENABLE SAMPLE GROUPING 37
END USER LICENSE AGREEMENT 7
ENHANCED BASELINE SUBTRACTION 23
ENHANCED SMOOTH 19,22
EUCLIDEAN DISTANCE 133
EUCLIDIAN DISTANCE 135
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EVENT LOG 41
ExiT 36
EXPECTED SIZE STANDARD a4
EXPORT ABI SizE STANDARD 46
ExporT CODIS 38,99
EXPORT ELECTROPHEROGRAM 39,168
EXPORT PANEL 54,60
EXPORT PRINT REPORT 71
EXPORT SIZE STANDARD 44, 46
EXPORT THE PROJECT PANEL 61
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EXTENDED PEDIGREE FILES 105
F
FAMILY 109, 112,158
FAMILY GRouP TooLl 114
FAMILY NAME 101
FAMILY SELECTION 106
FEDERAL BUREAU OF INVESTIGATION 929
FILE FORMAT 17
FiLE MENU 35
FiLE NAME GROUP 164
FiLE NAME GRouP ToOL 39
FILENAME GROUP EDITOR 164
FiLENAME GRoOuP ToOL 924
FIREWALL PORTS 11,12
FIVE-COLOR TRACE 168
Fix Size 50
FiIxep BIN WIDTH 54,55
FLOW CYTOMETRY 91
FOUR-COLOR TRACE 168
FRAME 22
FRAMESHIFT MUTATIONS 127
FREQUENCIES 105
FUNCTIONAL SNPs 120
G
GAIN/LOSs HISTOGRAM 128,131
GEL IMAGE 37
GENDER 101
GENE FREQUENCIES 105
GENEMAPPER 57,60
GENEMARKER HID 8
GENERAL SETTINGS 36
GENERATIONS 100
GENETIC RELATIONSHIPS 100
GENOMIC IMPRINTING 92,93,95
GENOMIC IMPRINTING 94,95
GET START POINT 19
GRAY FOR SINGLE DYE 37
GREY-SCALE GEL IMAGE 32
GROUP FILE FIELD 164
GROUP IDENTIFICATION 164
GROUPED BY DYE 70
GROUPED BY MARKERS 68
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INSTALLATION 7,8
INSTALLATION WIZARD 7,8,10,12,13
INSTRUMENT NAME 30
INTENSITY 24
INTENSITY COEFFICIENTS 22
INTERNAL CONTROL PROBE NORMALIZATION ...ccvveenenee 25,84,85
INTERNAL LANE STANDARD (ILS) 32,43
INTERNAL PROBE NORMALIZATION 81
INTERNATIONAL DATE FORMAT 37

J
JELMARKER 8




Index

K
KEYGENE 73,126
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L
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LANE NUMBER 30
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LINEAR MOBILITY 43
LINKAGE 133
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LoAD CONTROL SAMPLE FROM A DATABASE ....ccccevneernnenen 84, 86
LoAD DEFAULT 24
LOAD GROUP INFORMATION ..cccereneeerenneneennennes 128,147,152
LocAL REGION PERCENT 24
LOCAL SOUTHERN 23
LoCAL VERSION 8
Loci DESCRIPTION FILE 103
LoGIN 171
LOH 145
LOH ANALYSIS 39, 147
LOH ANALYSIS SETTINGS 147
LOH CLINICAL REPORT 148, 149
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LOH RATIO 147
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LOH REPORT TABLE 147,149
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Loss oF HETEROZYGOSITY 145, 164
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LUMINEX DATA ANALYSIS 92
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M
MACINTOSH 7
Maaic WizARD 39,41
MAIN ANALYSIS WINDOW 29
MAIN TOOLBAR ICONS 40
MAJOR ADJUSTMENT OF PANEL 62
MANUAL CALIBRATION 51
MANUAL PANEL CREATION 58
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MANUAL PuLL-ur CORRECTION 18
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MARKER BOUNDARY 54,55
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MARKER NAME 54,55
MARKER PARAMETERS 55
MARKER TABLE 132
MARKER TABLE (FRAGMENT) 65
MARKER/LOCUS SPECIFIC VIEWING 31
MARKERS 53
MATCH BY FIXED POSITION 163,165
MATCH BY SECTIONS 163,165
MATCH LADDER 61
MATCH SCORE 45,48, 50
MATERNAL CELL CONTAMINATION (MCC)...ceveeereeeerrnnnneneans 142
MAX # oF OPEN CHARTS 36
Max & AVERAGE 54,61
MAX ALLELE LABEL LAYERS 36
MAX CALL INTENSITY 24
MAX CHART # IN PAGE 36
MENDELIAN INHERITANCE 106
IMENDELIAN INHERITANCE 100
MENU OPTIONS 35
MERGE BINS 67
METHYLATION 92
METHYLATION REPORT TABLE 97
METHYLATION SENSITIVE ENDONUCLEASES 95
METHYLATION-SPECIFIC MLPA 92
MIcrOBIOLOGY RESEARCH CENTER (MRC)-HOLLAND ............. 79
MICROSATELLITE INSTABILITY 127
MICROSATELLITE INSTABILITY 127,164
MICROSATELLITES 127
MICROSPHERE DATA ANALYSIS 91
MICROSPHERE DETECTION 79
MICROSPHERE MLPA ANALYSIS 91
MiNIMUM DOSAGE RANGE 84
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Mix DYEs 70
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MLPA ANALYSIS 38,79, 86
MLPA ANALYSIS SETTINGS 82,152
MLPA CLINICAL REPORT 88
IMLPA CONTROL SAMPLE IDENTIFICATION ...ovveerneesssssssnnnnnnnes 86
MLPA DISPLAY SETTINGS 82
MLPA DOoSAGE HISTOGRAM 80,93
MLPA NORMALIZATION METHOD 25,81
MLPA PANEL MODIFICATION 82
MLPA PANEL SELECTION 82
MLPA PRINT REPORT 88
MLPA RATIO 86
MLPA RATIO ANALYSIS 80, 82
MLPA RATIO TO COPY NUMBER 83
MLPA REGRESSION 83
MLPA REGRESSION 87
MLPA REGRESSION ANALYSIS 80
MLPA REPORT CONTENTS 87
MLPA RePORT TABLE 87
MLPA RuUN WIZARD SETTINGS 81
MLPA ScORe 80
MLPA STATISTICS INFORMATION 88
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MLPA SUMMARY REPORT 89
MONOSOMY 138
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MRC HoLLanp MLPA 57
msI 127
MSI (NEG) 132
MSI (POS) 132
MSI ANALYSIS 38,127
MSI ANALYSIS SETTINGS 128
MSI CLINICAL REPORT 131
MSI DISPLAY SETTINGS 128
MSI PEAK NORMALIZATION 129
MSI Score 128,129,130
MS-MLPA 92,94
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MULTIPLEX LIGATION-DEPENDENT PROBE AMPLIFICATION (MLPA)

79

IMUTATION SURVEYOR 8
N
NAMING OPTIONS 65
NAVIGATION 31
NEeTDOG SERVER MANAGEMENT 11
NETWORK VERSION 10
NEew PAGE FOR EACH SAMPLE 70
NEw PANEL 60
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NON-DISJUNCTION 138,145
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NORMALIZATION ACCURACY 84
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NUMBER OF PEAKS 118
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OFF LADDER (OL) 51,62
ONE-COLOR ANALYSIS 22
OPEN DATA 35,40
OPEN DATA FILES 17
OPEN MULTIPLE CHARTS 37
OPEN PEDIGREE FILE 105,109,112,158
OPEN PROJECT 35,71
OPERATING KEY 7,8,9,10,11,12,13
OPTIONS 38
OTHERS TAB 37
OUTLIER FILTER 83
OuTPUT STATUS PEAKS 87,131
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OutpuT TRACE DATA 39, 166
OVERLAY VIEW 38,161
OVERTIME PROTECTION 172
P
PAGE SETUP 71
PANEL 21
PANEL CREATION 58
PANEL EDITOR 22,39,53,111
PANEL FILES 9
PANEL LIST 53
PANEL TABLE 56
PARTITIONAL CLUSTERING 132
PASSWORD 911,171
PATAU SYNDROME 138
PCR 76
PEAK BOUNDARY 118
PeAK COMPARE ITEMS 167
PeAK COMPARISON HISTOGRAM 129
PeAK COMPARISON THRESHOLD 167
PEAK DETECTION THRESHOLD 77
PEAK DETECTION THRESHOLD 24
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PEAK INFORMATION 35
PEAK LABEL 36
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PeAK RATIO 126
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PEAK SCORE 25
PEAK TABLE 32,67,172
PEAK TABLE FEATURES 32
PED FILE 103
PEDIGREE 38,100
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PEDIGREE FILE 103
PEDIGREE FILE NAME MATCH 39
PEDIGREE PARAMETERS ... ccuueeeerenncrnncnnnenes 105, 109,112,158
PEDIGREE TREE 100
PENETRANCES 105
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PERSON INFO 101
PHYLOGENY CLUSTERING ANALYSIS «cceeenernernccrnncrnnnen 73,132
PLus A FILTER 24
PoOISSON DIFFERENCE HISTOGRAM 75
POLAR PLOT 121
POPULATION NORMALIZATION ....ceuerneernncrencrnnens 25,81, 84,85
PRADER-WILLI SYNDROME 95
PRE FILE 103
PREPROCESS RAW DATA 51
PRINT 70
PRINT ALLELES 70
PRINT GRAYED SAMPLES 88
PRINT MARKERS 70
PRINT PROJECT COMMENTS 70
PRINT REPORT 37,40,69, 161
PRINT STATISTICS INFORMATION 88
PRINT SUMMARY 88
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PRINT TYPE 70
PROBABILITY 126
PROGRAM MANAGER GROUP 7,8,12
PROJECT COMMENTS 38
PROJECT COMPARISON 39, 166
PROJECT COMPARISON SETTINGS 166
PROJECT OPTION SETTINGS 38
PROJECT OPTIONS SETTINGS 25
PROMEGA PANELS 98
PROMOTER METHYLATION 94,95
PuLLur CORRECTION 20
PuLL-up CORRECTION 22
PURCHASE ADDITIONAL LICENSES 13
Q
QUALITY 33
QUALITY REASONS 33
QUANTIFICATION 83
QUANTITATIVE ANALYSIS 38,117
QUANTITATIVE ANALYSIS SETTINGS 118
QUANTITATIVE TRAIT LOCI (QTL) 120
QUESTIONS 14
QUICKSTART GUIDE 8
R

RATIO PLOT 79
RAW DATA ANALYSIS 22
RAW DATA FILE FORMAT 17
RAW DATA FOLDER 29
RAW DATA MAIN ANALYSIS 17
ReAD ME FiLE 7
RE-ANALYZE INDIVIDUAL SAMPLES 25
RECALL ALLELE 26
RECOMBINATION VALUES 105
RECORD DATA EDIT HISTORY 172
RECOVER OLD VALUE 172
REFERENCE TRACE COMPARISON 73
REFRESH PEDIGREE 109,112,158
REGISTER OFFLINE 9
REGISTRATION 9
REGISTRATION ID 9
REGULATORY SNPs (RSNPs) 120
RELATIONSHIP TESTING 39
RELATIVE FLUORESCENT UNITS (RFUS)..cccceveeernnneeenenannne 17,32
RELOAD PANEL 54
RELOAD SiZE STANDARD 44
REMOVE FILES 17
REOPEN PROJECT 71
RE-OPEN PROJECT 35
REPORT CONTENT OPTIONS 70
REPORT SAVE OPTIONS

PNG AND JPEG 71
REPORT SETTINGS 34,41
REPORT TABLE 34,65
REPORT TABLE NAVIGATION 34
REPORT TABLE SORT OPTIONS 34
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RESTRICTION ENDONUCLEASE 76
RunN 37
RuN METHOD 36
RUN PROJECT 21,40
RUN USER PROTECTION 171
RuN WizARD 21,36
S
SAMPLE COMMENTS 30
SAMPLE FILE TREE 29
SAMPLE GROUPING 30
SAMPLE ILS 44,45, 49
SAMPLE INFORMATION 30
SAMPLE LANE QUALITY 86
SATURATED PEAK CORRECTION 20
SATURATION CORRECTION 18
SAVE As NEw PANEL 60
SAVE As NEW SIZE STANDARD 46
SAVE CHANGES 47
SAVE CHANGES WITH SIGNAL INFO 61
SAVE DEFAULT 24
SAVE PEAK TABLE 33,41
SAVE PEDIGREE 104
SAVE PEDIGREE FILE 105, 109,112,158
SAVE PROJECT 35,71
SAVE REPORT 41
SAVE REPORT TABLE 35
SAVE SYNTHETIC SAMPLE 84
SBE TECHNIQUE 120
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