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BSA BSA data
Description
BSA format of F2 dataset.
Usage
data(BSA)
Details

Input file for dQTG.seq function.

Dodata To perform method

Description

To perform method

Usage

Dodata(dir, calculatedata, chr, colorl, CLO)

Arguments
dir the path of the output
calculatedata the inputdata
chr chromosome
color1 the color of the chromosome
CLO the numbers of CPU

Value

list



dQTG.seq

Examples

data(BSA)

dir<- tempdir()

data.calculatedata<-Readdatal (BSA)
Dodata(dir,calculatedata=data.calculatedata,chr="all"”, colori="blue",CLO=1)

dQTG. seq Title The function of dQTG.seq

Description

Title The function of dQTG.seq

Usage

dQTG.seq(dir, filegen, chr, color, CLO)

Arguments
dir the path of the output
filegen the input data
chr the chromosome
color the color
CLO the numbers of CPU
Value
list
Examples
data(BSA)

dQTG.seq(dir=tempdir(),filegen=BSA,chr="all", 6 color="blue"”,CLO=1)
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Readdatal Title readdata function

Description

Title readdata function

Title readdata function

Usage

Readdatal(File)

Readdatal(File)

Arguments

File the input file

Value
list
list

Examples

data(BSA)
Readdatal (BSA)
data(BSA)
Readdatal(BSA)



Index

BSA, 2

Dodata, 2
dQTG.seq, 3

Readdatal, 4



	BSA
	Dodata
	dQTG.seq
	Readdata1
	Index

