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QTL EXPRESS - praca z programem

http://qtl.cap.ed.ac.uk/ c,l

Introduction

The QTL Express service will be wound down during summer 2008. It will be replaced by the GridQTL service.




QTL EXPRESS - praca z programem

F2 Analvsis

Half-sib Analvsis

Sib-pair / Small nuclear families Ana

OR

Sib-pair Analvsis (families with know

Large Single Full-Sib Family Analysi

Data

mats

F2 Inbred/Co-dominant Marker Ana —

Backcross/Combined F2 and Backery

Map File :

Mirror of QTL Cafe OR. Link to orig

Genotype File : |

Phenotype File : |

Half-Sib Data Entry

1
@ Background General Help

| | Browse__ |
Browse_ |

Dam Common Parent Monochrome Graphs

Cl C

Submit |



QTL EXPRESS - struktura plikdw wsadowych (genotypy)

9

M1 M2 M3 M4 M5 M6 M7 M8 M9

THIS LINE IS NOT USED

M F

0

1 0 0O M UNUSED 1 1 1 2 1 1
2 1 0 M UNUSED 0 0 1 3 0 O
3 1 0 M UNUSED 0 0 1 2 0 O
4 1 0 M UNUSED 0 0 2 3 0 O



QTL EXPRESS - struktura plikow wsadowych (markery)

Cl 9 1

M1 13.068 M2 6.734 M3 11.03 M4 9.68



QTL EXPRESS - struktura plikdw wsadowych (cechy)

00 1

Trait 1 Trait 2 Trait 3 Trait 4 Trait 5

*%k%k

64 3 2 0 O 0.937
199 8 7 -1 0 0.959
17513 8 8 3 0.99
-77 2 1 9 6 0.937
103 -5 1 -15 -4 0.969

O, WN



QTL EXPRESS - struktura wynikéw: struktura danych

CHEROMOSOMIE 1 C1 [94 cM]

# 2 3 4 6 7 3 9

Marker N M2 M3 M4 N M6 M7 M8 M9

Distance cM 0.0 13.068 6.734 11.03 : 11.786 1.833 3.844 36.91

Position cM 0.0 13.07 19.8 30.83 40.51 523 54.13 57.98 94 89

# Sires Genotyped (%) |20 (100%) |20 (100%) |20 (100%) |20 (100%) |20 (100%) |20 (100%) |20 (100%) |20 (100%) |20 (100%)

# Dams Genotyped (%) |0 0 0 0 0 0 0 0

# HS Genotyped (%) | 215 (30%) | 654 (93%) 5) | 406 (58%) | 429 (61%) |305 (43%) | 532 (76%) | 413 (59%) | 405 (58%)

# Het Sires 4 18 11 14 10 14 14 10

# alleles 3 3 3 3 3 3 3 3

Half-Sib Family Summary

Family # 9 10 | 11

Name : : 352

# Uninformative [9] 0

# Informative [688] : 71

# Total [697]




QTL EXPRESS - struktura wynikow: detekcja QTL

Half-Sib Regression Interval Mapping ENEILeEIgeVALS]
Tue MNov 17 2009 10:31:16 GMT+0100 p r aW d 0 p O d O b n a
lokalizacja QTL

LINKAGE GROUP | TRAIT |QTL LOCATION

1 (Trait 1) |81cN

TEST STATISTICS

F | Likelihood Ratio Model Resudual $5
181 |35.7 657 |3.6875488

Wartosc té&€stu LRT
Jakos¢ dopasowani

Jakos¢ dopasowani a



QTL EXPRESS - struktura wynikow: detekcja QTL

wart os ¢

cMwz dt uz

naj wyzs z a

testu

chr

W a

t 08¢ tXe stV
pozycj a

1 0.0  1.7156

2 1.0  1.7182

3 2.0  1.7209

4 3.0  1.7236

5 40  1.7263

6 50  1.7289

7 6.0  1.7313

8 7.0  1.7336

9 8.0  1.7356

10 9.0  1.7373

11 10.0  1.7389

12 11.0  1.7401

80 79.0 1.8081

81 80.0  1.8088

0s o8y 810 1.8088

war



QTL CARTOGRAPHER



QTL CARTOGRAPHER — praca z programem

http://statgen.ncsu.edu/qgtlcart/WQTLCart.htm
Statistical Genetics & Bioinformatics

e T
// contact site map  home
Bioinformatics
Research
Center

Windows QTL Cartographer V2.5

Release Date: 20 - Dec - 2007
Shengchu Wang, Christopher J. Basten and Zhao-Bang Zeng

Program in Statistical Genetics, North Carolina State University

Features QTL Cartographer

Screenshots References to Methodologies
Manual Support

Installation Unpublished New Release (B-test)

Windows QTL Cartographer maps quantitative trait loci (QTL) in cross populations from inbred lines.
WinQTLCart includes a powerful graphic tool for presenting and summarizing mapping results and can
import and export data in a variety of formats.



QTL CARTOGRAPHER — praca z programem

5. WinQTLCart - Start

Edit View Method Tools Help

Mew... CtrlsM ¥ w6 Ch [ % K?
Open Ctrleq 3 Graph DIR Mote About Help
Close Surnmnary infarmation Source data view and modify Analyziz
J barker values J

Import... Ctrl+1 File narme: | J
Simulation... File [0 number: Trait values

Cross type: | | 4

Sample zize:

Chromozorme numbers: - .
Print Setup... _ Source data manipulations

Trait numbers:

Other trait nurmbers: | | | | |
Exit

TO WORE WITH DATA FILES

A. Click the NEW, OPEN or IMFORT hugs com s
1. MEW: to build a new WinQTLCe[ g Otwieranie

2. DPEN: to open an existing Wi

TN CRCTT LT RN TN )

e

Szukaj w: l Examples

3. IMPORT: to import data files

Nazwa Data modyfikacji

B. Select File-Simulation to Creaty
|| | Maize.mcd

| MaizeDII.mcd
| Mouse.mcd
|| NewMcd.mcd
| NewMcd-T(B1).mcd

nl tect meed

TO WORE WITH RESULT FILES
Click the RESULT hutton, select Vi
to open a mapping result file (*.qgr

Double-click on a tree item 1

& cf B~

=

Typ Rozmiar

Nazwa pliku: [Mouse.mcd

Pliki typu: i Source Files (" mcd)

)
|
I
¥



QTL CARTOGRAPHER — praca z programem

A WInQTLCart - CANCSUNWINQTLCart2.5\Examples\Mouse.mcd —-——-- Source Data
File Edit View Tools Help
| = Single Marker Analysis... b £ e ik =+ VG Ij 58 % K2
Mew Open I I CIM mIMA DrawChr  Graph DIR Mote About Help
g Interval Mapping...
Composite Interval Mapping | Source data view and modify Analyzis
Ea
X i i Marker walues
M Multiple Interval Mapping... | =l [Single Marker Analysis ]
: Chromozorme 1 - C1 - arkers...
ﬁw Trait values G
Trait Yiew. .. |
= DRl Source data manipulations
eQTL MIM Analysis.. Basic Info... | Indivvidual. .. | Chramozame. . | Trait... | OTrait... |
MIM QTL Search By Score Test...
2 2 2
DEMatz 1 1 1 2 1 2 1 1 2 2 1 1 1 2 1 2 1 2 2
21 1 2 2 2 1 1 1 1 2 1 1 2 1 2 1 2 2 1
1111 2 1 1 2 1 2 1 1 2 1 1 1 2 1 2 1 2
_ . Threzhold Y alue Setting
Reszult File... | |E:\NE5L|'x"-a'-.-me!TLEartE.ERE:-:ampIes'xMDuse-l.qrt | | Trait1
rai-
o : Uze right zide window to zet threzhold valuelz)
Precizion Selection Threshold (LR |

Click <0Tnaty to choose ather trait[z)

walk speed [ch] |2.|:| i‘

Chromozome Selection

Click <5tart> to begin mapping analysiz. .
Chrl - C1 B

Trait Selectian

Trait1 - Body-weight

~||  sTaRT | Close |

[ By Manual Input
| Score Test

|3EIEI
|D.D5

|:|r=:|

{(+ By Pemutations

Permutation Times:
Significance Lewvel:

Far Trait-1




QTL CARTOGRAPHER - struktura pliku wsadowego

INFORMACJE O MARKERACH
nazwy markerow
lokalizacja markerow
odl| e gtpmsing ie charkerami

POCHODZENIE OSOBNIKOW
typkr zyzowani a
liczba nalizowanych osobnikow

/&GENOTYPY MARKEROW
tabela kodowania genotypow
genotypy markerow dla wszystkich osobnikow

AVARTOSCI  CIBWCKHRG cech)
war t casabiziowanej cechy dla wszystkich
osobnikow



QTL CARTOGRAPHER - struktura pliku wsadowego

INFORMACJE O MARKERACH

#FilelD 123456789 NUMER ZBIORU DANYCH
#bychromosome MARKERY PODANE WG CHROMOSOMOW

-type position ROZMIESZCZENIE MARKEROW NA CHROMOSOMIE
PODANE JAKOODL E Gt OSIZRIERWSZEGO
MARKERA

-function 1 ODLEGL OBOMI| E DNMARKERAMI OBLICZONE
NA PODSTAWIE FUNKCJI HALDAN'A

-Units Cm ODLEGL OBOMI E DNVARKERAMIWY RAZ ONE

W CENTIMORGANACH (cM)
-chromosomes 2 | ICZBA CHROMOSOMOW

-maximum 5 MAKSYMALNA LICZBA MARKEROW NA
CHROMOSOMIE

-named  yes PODANO NAZWY MARKEROW



QTL CARTOGRAPHER - struktura pliku wsadowego

INFORMACJE O MARKERACH

pomi e'tbizuy" ,a" "“informacjeood| egip@énciedzy
markerami oraz lokalizacji poszczegd6lnych markerow
-start

-Chromosome 1

Markerl.1 O

Markerl.2 15.2

Marker1.3 39.1

Markerl.4 48.9

Markerl.5 57.7

-Chromosome 2

Marker2.1 O

Marker2.2 13.7

Marker2.3 19.1

Marker2.4 24.8

-stop



QTL CARTOGRAPHER - struktura pliku wsadowego

INFORMACJE O POCHODZENIU OSOBNIKOW

#bycross 123456787
-Cross B1
-traits 1

-otraits O

-SampleSize 10

-case no



QTL CARTOGRAPHER - struktura pliku wsadowego

INFORMACJE O GENOTYPACH MARKEROW

TranslationTable

AA 2 2

Aa 1 1

aa 0 O

A- 12 12

a- 10 10

- -1 -1

pomi e'tbizy t,at

zakodowane genotypy markerow dlak a z d eogobnika

-start individuals markers
Ind 1 221122222
Ind 2 222121221

Ind 10111111122

-stop individuals markers



QTL CARTOGRAPHER - struktura pliku wsadowego

INFORMACJEOWARTOSCI ACH CECHY
pomi e'tbizuy ",a” "wart os
analizowanej cechy dlak a z d eegobnika
-start individuals traits 1 Trait_1 named
Ind 1 5.0
Ind_2 5.3

Ind 9 .
Ind_10 6.4

-stop individuals traits

-quit

-end



QTL CARTOGRAPHER — wyniki: wykres
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QTL CARTOGRAPHER — wyniki: plik wynikowy

#QTL Cartographer V. 1.13qg, 12/22/98

#This output file (C:\TMP\qtl\kukurydza-Il.qrt) was created by
CATMP\QTL\ZMAPQTL.EXE...

#It is 19:07:05 on Thursday, 17 May 2001#

#The position is from the left telomere on the chromosome

-window 10. window size for models 5 and 6
-background 5 background parameters in model 6
-Model 3 Model number

-trait 1 Analyzed trait [puste Z]

-Cross Bl Cross



QTL CARTOGRAPHER — wyniki: plik wynikowy

# Test Site * Like. Ratio Test Statistics
c m position HO:H1
1 0.0001 0.417
0.0201 0.778
0.0401 1.375
0.0601 2.372
0.0801 3.372
0.1001 4.192
0.1201 4.875
0.1401 5.459
0.1521 5.767
0.1721  5.288
0.1921 4.764
0.2121 4.187

RPRRPRRPRRRPRRPRRRRREBR
NNNNRPRRPRRRPRR



QTL EXPRESS QTL CARTOGRAPHER

1. Praca z programem
2. Struktura plikow wsadowych
3. Struktura plikdw wynikowych




