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2- Open the .bip file with Microsoft Excel to create a new Excel file
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3- Use the .bip file to create a new Excel file
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3- Use the .bip file to create a new Excel file
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3- Use the .bip file to create a new Excel file
(S [ * Copy and paste the datas
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o a»wn 0 G 3 ] 'E'wu:m‘. Co— 1 0 [ » '
IB: . Paste e
B + Convert the data to
B G- i i
e separated columns
et e ¥ croumiacs

Vi W ceomin
2 Khvalzieens 3 N 1 ’-"ﬂl a1ne

3 T 17 ChedtaaesTn
wismne 3 wow
1 LAk 1 D
s R 3 Pap
1 Kook nasy 1 i
M [ ssatasy 1 Ao
7 ot 1115255 1 o5
™ [ 1
77 jervaaaasedy 1
spemse ias Copy
[ e 1
1 [oraiscass H
) Pl : LIS
spmem B
et en : ' ' = L:)?u‘_:.'a
i —— =l

) — Sheet 3: LinkageMap
Ee e s ARl Bholeie s ol

www.soyagen.ca 6




sgzﬁ :’ﬁ;\ 16.12.05

SOYA ¥
GEN*ﬁ}\

3- Use the .bip file to create a new Excel file
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» Convert the data to
separated columns
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3- Use the .bip file to create a new Excel file
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4- Open the .bip flle
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5- The BIP directory appears in the menu
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6- Select the parameters for the QTL analysis % Recommended parameters:
Permutation times = 1000
Type 1 Error = 0.05
Missing phenotypic data will not )
be included in QTL mapping Mapping parameters: by default
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Q z Q 2 2 2 o 4 -t o 2 =1 2 2 0 2 0 o o -1 o 2 o o
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7-Start the QTL analysis

ICM QTL kiMapping - C:\Soyagen_Workshop_File\ICIMProject workshop S—
File | Task | Figures Tools View Help
Open Addto Task List p Clear MAP  ADD EPl  EPI(Q)  Example Manual
-] [ in - 0O fm @
D= Empty TaskList > | ¥ — B ®
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@ Stop Fes 8 Mapping 1 General Information BEERKKKKKOERIIK
: !Assuming F1 = P1 x P2, populations available in QTL IciMapping are:
B Clear Results P ! 1, P1BCIF1 = P1 x F1, the first backerossing where P1 is used as the recurren
= , P2BCIF1 = P2 x F1, the first backerossing where P2 is used as the recurren

F1DH, Fi-derived doubled haploids;
RIL or FIRIL, recombinsnt inbred lines through the repeated selfing of F1;
PIBCIRIL, recombinant inbred lines through the repeated selfing of P1BCIF1
P2BCIRIL, recombinant inbred lines through the repeated selfing of P2BCIF1
F2, the selfing generation of F1;
, F3, the selfing generation of F2;
, P1BC2F1, the second backerossing where Fl1 is used as the recwrrent parent;
, P2BC2F1, the second backerossing where F2 is used as the recwrrent parent;
P1BC2RTL, racombinant inbraed lines through the repeated selfing of P1BC2F1
PZBC2RIL, recombinant inbred lines through the repeated selfing of PZBC2F1
P1BC1F2, the selfing generation of P1BCIF1;
P2BC1F2, the selfing generation of P2BCIF1;
P1BC2F2, the selfing generation of P1BCZF1;
P2BC2F2, the selfing generation of P2BCZF1;
P1BCIDH, P1BC1F1-derived doubled haploids;
P2BC1DH, P2BC1F1-derived doubled haploids;
P1BCZIH, P1BCZF1-derived doubled haploids;
P2BC2DH, P2BC2F1-derived doubled haploids;
Indicator: 1 for mapping: 2 for simulation
Mapping Population Type
Mapping Function (1 for Kosambi; 2 for Haldane; 3 for Morgan)
IMarker Space Type (1 for intervals; 2 for positions)
Marker Space Unit(l for centiMorgan; 2 for Morgan)
7 IHumber of Chromosomes (or Linkagze Groups)
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8-View .qic (significant QTLs from additive mapping) results file
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9- View .sta file (basic statistics of phenotypic data and results of analysis of variance)
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10-View QTL map figures
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10-View QTL map figures
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