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cbraycurtis Calculate the Bray-Curtis distance for each species.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Bray-Curtis
distances about it.
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Usage

cbraycurtis(
dataset,
formula,
plot = TRUE,
plot_title = "Bray-Curtis Distance Between Groups"

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Bray-Curtis distances matrix.

plot Logical, if TRUE, a plot of Bray-Curtis distances matrix is displayed.

plot_title The title to be used for the plot if plot is TRUE.

Value

A matrix containing Bray-Curtis distances between each pair of groups and the plot.

Examples

# Example with the iris dataset

cbraycurtis(iris, ~Species, plot = TRUE, plot_title = "Bray-Curtis Distance Between Groups")

# Example with the mtcars dataset
cbraycurtis(mtcars, ~am, plot = TRUE, plot_title = "Bray-Curtis Distance Between Groups")

ccanberra Calculate the Canberra distance for each species.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Canberra dis-
tances about it.

Usage

ccanberra(
dataset,
formula,
plot = TRUE,
plot_title = "Canberra Distance Between Groups"

)
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Arguments

dataset A dataframe.

formula A factor which you want to calculate the Canberra distances matrix.

plot Logical, if TRUE, a plot of Canberra distances matrix is displayed.

plot_title The title to be used for the plot if plot is TRUE.

Value

A matrix containing Canberra distances between each pair of groups and the plot.

Examples

# Example with the iris dataset

ccanberra(iris, ~Species, plot = TRUE, plot_title = "Canberra Distance Between Groups")

# Example with the mtcars dataset
ccanberra(mtcars, ~am, plot = TRUE, plot_title = "Canberra Distance Between Groups")

ccbhattacharyya Calculate the Bhattacharyya distance for each species.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Bhattacharyya
distances about it.

Usage

cbhattacharyya(
dataset,
formula,
plot = TRUE,
plot_title = "Bhattacharyya Distance Between Groups"

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Bhattacharyya distances matrix.

plot Logical, if TRUE, a plot of Bhattacharyya distances matrix is displayed.

plot_title The title to be used for the plot if plot is TRUE.

Value

A matrix containing Bhattacharyya distances between each pair of groups and the plot.
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Examples

# Example with the iris dataset
cbhattacharyya(iris, ~Species, plot = TRUE, plot_title = "Bhattacharyya Distance Between Groups")

# Example with the mtcars dataset
cbhattacharyya(mtcars, ~am, plot = TRUE, plot_title = "Bhattacharyya Distance Between Groups")

cchebyshev Calculate the p_values matrix for each species, using Chebyshev dis-
tance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using the Chebyshev distance for the distances calculation.

Usage

cchebyshev(
dataset,
formula,
plot = TRUE,
plot_title = "Chebyshev Distance Between Groups"

)

Arguments

dataset A dataframe.
formula A factor which you want to calculate Chebyshev distance.
plot If TRUE, displays a plot of distances.
plot_title The title of plot.

Value

A matrix containing distances and, optionally, the plot.

Examples

# Example with iris dataset

cchebyshev(iris, ~Species, plot = TRUE, plot_title = "Chebyshev Distance Between Groups")

# Example with mtcars dataset

cchebyshev(mtcars, ~am, plot = TRUE, plot_title = "Chebyshev Distance Between Groups")
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ccosine Calculate the Cosine distance of a factor in a dataframe.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Cosine distances
about it.

Usage

ccosine(
dataset,
formula,
plot = TRUE,
plot_title = "Cosine Distance Between Groups"

)

Arguments

dataset A dataframe.

formula The factor which you want to calculate the Cosine distances matrix.

plot If TRUE, shows a plot of the Cosine distances matrix.

plot_title The title of the plot.

Details

Calculate Cosine distance

Value

The matrix containing distances.

Examples

# Example with iris dataset

ccosine(iris, ~Species, plot = TRUE, plot_title = "Cosine Distance Between Groups")

# Example with mtcars dataset

ccosine(mtcars, ~am, plot = TRUE, plot_title = "Cosine Distance Between Groups")
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ceuclide Calculate the Euclidean distance of a factor in a dataframe.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Euclidean
distances about it.

Usage

ceuclide(
dataset,
formula,
plot = TRUE,
plot_title = "Euclidean Distance Between Groups"

)

Arguments

dataset A dataframe.

formula The factor which you want to calculate the Euclidean distances matrix.

plot If TRUE, shows a plot of the Euclidean distances matrix.

plot_title The title of the plot.

Details

Calculate Euclidean distance

Value

The matrix containing distances.

Examples

# Example with iris dataset

ceuclide(iris, ~Species, plot = TRUE, plot_title = "Euclidean Distance Between Groups")

# Example with mtcars dataset

ceuclide(mtcars, ~am, plot = TRUE, plot_title = "Euclidean Distance Between Groups")
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chamming Calculate the Hamming distance of a factor in a dataframe.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Hamming
distances about it.

Usage

chamming(
dataset,
formula,
plot = TRUE,
plot_title = "Hamming Distance Between Groups"

)

Arguments

dataset A dataframe.

formula The factor which you want to calculate the Hamming distances matrix.

plot If TRUE, shows a plot of the Hamming distances matrix.

plot_title The title of the plot.

Details

Calculate Hamming distance

Value

The matrix containing distances.

Examples

# Example with iris dataset

chamming(iris, ~Species, plot = TRUE, plot_title = "Hamming Distance Between Groups")

# Example with mtcars dataset

chamming(mtcars, ~am, plot = TRUE, plot_title = "Hamming Distance Between Groups")
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chellinger Calculate the Hellinger distance for each species.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Hellinger dis-
tances about it.

Usage

chellinger(
dataset,
formula,
plot = TRUE,
plot_title = "Hellinger Distance Between Groups"

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Hellinger distances matrix.

plot Logical, if TRUE, a plot of Hellinger distances matrix is displayed.

plot_title The title to be used for the plot if plot is TRUE.

Value

A matrix containing Hellinger distances between each pair of groups and the plot.

Examples

# Example with the iris dataset

chellinger(iris, ~Species, plot = TRUE, plot_title = "Hellinger Distance Between Groups")

# Example with the mtcars dataset
chellinger(mtcars, ~am, plot = TRUE, plot_title = "Hellinger Distance Between Groups")
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cjaccard Calculate the Jaccard distance for each species.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Jaccard distances
about it.

Usage

cjaccard(
dataset,
formula,
plot = TRUE,
plot_title = "Jaccard Distance Between Groups"

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Jaccard distances matrix.

plot Logical, if TRUE, a plot of Jaccard distances matrix is displayed.

plot_title The title to be used for the plot if plot is TRUE.

Value

A matrix containing Jaccard distances between each pair of groups and the plot.

Examples

# Example with the iris dataset

cjaccard(iris, ~Species, plot = TRUE, plot_title = "Jaccard Distance Between Groups")

# Example with the mtcars dataset
cjaccard(mtcars, ~am, plot = TRUE, plot_title = "Jaccard Distance Between Groups")
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cmahalanobis Calculate the Mahalanobis distance for each species.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Mahalanobis
distances about it.

Usage

cmahalanobis(
dataset,
formula,
plot = TRUE,
plot_title = "Mahalanobis Distance Between Groups"

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Mahalanobis distances matrix.

plot Logical, if TRUE, a plot of Mahalanobis distances matrix is displayed.

plot_title The title to be used for the plot if plot is TRUE.

Value

A matrix containing Mahalanobis distances between each pair of groups and the plot.

Examples

# Example with the iris dataset

data(iris)

# Calculate the Mahalanobis distance with the cmahalanobis function
cmahalanobis(iris, ~Species, plot = TRUE, plot_title = "Mahalanobis Distance Between Groups")

# Example with the mtcars dataset
data(mtcars)

# Calculate the Mahalanobis distance with the cmahalanobis function
cmahalanobis(mtcars, ~am, plot = TRUE, plot_title = "Mahalanobis Distance Between Groups")
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cmanhattan Calculate a Manhattan distance of a factor in a dataframe.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Manhattan
distances about it.

Usage

cmanhattan(
dataset,
formula,
plot = TRUE,
plot_title = "Manhattan Distance Between Groups"

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Manhattan distance.

plot If TRUE, show a plot of distances.

plot_title The title of plot.

Details

Calculate Manhattan distance

Value

A matrix containing distances.

Examples

# Example with iris dataset

cmanhattan(iris, ~Species, plot = TRUE, plot_title = "Manhattan Distance Between Groups")

# Example with mtcars dataset

cmanhattan(mtcars, ~am, plot = TRUE, plot_title = "Manhattan Distance Between Groups")
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cminkowski Calculate the Minkowski distance of a factor in a dataframe.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Minkowski
distances about it.

Usage

cminkowski(
dataset,
formula,
p = 3,
plot = TRUE,
plot_title = "Minkowski Distance Between Groups"

)

Arguments

dataset A dataframe.

formula The factor which you want to calculate the Minkowski distances matrix.

p Order of the Minkowski distance

plot If TRUE, shows a plot of the Minkowski distances matrix.

plot_title The title of the plot.

Details

Calculate Minkowski distance

Value

The matrix containing distances.

Examples

# Example with iris dataset

cminkowski(iris, ~Species, p = 3, plot = TRUE, plot_title = "Minkowski Distance Between Groups")

# Example with mtcars dataset

cminkowski(mtcars, ~am, p = 3, plot = TRUE, plot_title = "Minkowski Distance Between Groups")
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csorensendice Calculate the Sorensen-Dice distance for each species.

Description

This function takes a dataframe and a factor in input, and returns a matrix with the Sorensen-Dice
distances about it.

Usage

csorensendice(
dataset,
formula,
plot = TRUE,
plot_title = "Sorensen-Dice Distance Between Groups"

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Sorensen-Dice distances matrix.

plot Logical, if TRUE, a plot of Sorensen-Dice distances matrix is displayed.

plot_title The title to be used for the plot if plot is TRUE.

Value

A matrix containing Sorensen-Dice distances between each pair of groups and the plot.

Examples

# Example with the iris dataset

csorensendice(iris, ~Species, plot = TRUE, plot_title = "Sorensen-Dice Distance Between Groups")

# Example with the mtcars dataset
csorensendice(mtcars, ~am, plot = TRUE, plot_title = "Sorensen-Dice Distance Between Groups")
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generate_report_cbhattacharyya

Generate a Microsoft Word document about the Bhattacharyya dis-
tance matrix and the p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Bhat-
tacharyya distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_cbhattacharyya(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Bhattacharyya distance matrix and the
p_values matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Bhattacharyya distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_cbhattacharyya(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_cbhattacharyya(mtcars, ~am)
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generate_report_cbraycurtis

Generate a Microsoft Word document about the Bray-Curtis distance
matrix and the p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Bray-
Curtis distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_cbraycurtis(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Bray-Curtis distance matrix and the
p_values matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Bray-Curtis distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_cbraycurtis(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_cbraycurtis(mtcars, ~am)
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generate_report_ccanberra

Generate a Microsoft Word document about the Canberra distance
matrix and the p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Canberra
distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_ccanberra(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Canberra distance matrix and the
p_values matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Canberra distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_ccanberra(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_ccanberra(mtcars, ~am)
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generate_report_cchebyshev

Generate a Microsoft Word document about the Chebyshev distance
matrix and the p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Cheby-
shev distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_cchebyshev(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Chebyshev distance matrix and the
p_values matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Chebyshev distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_cchebyshev(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_cchebyshev(mtcars, ~am)
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generate_report_ccosine

Generate a Microsoft Word document about the Cosine distance ma-
trix and the p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Cosine
distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_ccosine(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Cosine distance matrix and the p_values
matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Cosine distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_ccosine(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_ccosine(mtcars, ~am)
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generate_report_ceuclide

Generate a Microsoft Word document about the Euclidean distance
matrix and the p-values matrix with relative plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Eu-
clidean distance matrix and the p-values matrix with relative plots.

Usage

generate_report_ceuclide(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Euclidean distance matrix and the
p_values matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".Other
methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Euclidean distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_ceuclide(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_ceuclide(mtcars, ~am)
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generate_report_chamming

Generate a Microsoft Word document about the Hamming distance
matrix and the p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Ham-
ming distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_chamming(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Hamming distance matrix and the
p_values matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Hamming distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_chamming(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_chamming(mtcars, ~am)
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generate_report_chellinger

Generate a Microsoft Word document about the Hellinger distance
matrix and the p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Hellinger
distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_chellinger(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Hellinger distance matrix and the
p_values matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Hellinger distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_chellinger(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_chellinger(mtcars, ~am)
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generate_report_cjaccard

Generate a Microsoft Word document about the Jaccard distance ma-
trix and the p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Jaccard
distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_cjaccard(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Jaccard distance matrix and the p_values
matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Jaccard distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_cjaccard(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_cjaccard(mtcars, ~am)
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generate_report_cmahalanobis

Generate a Microsoft Word document about Mahalanobis distance
matrix and p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about Mahalanobis
distance matrix and p-values matrix with corresponding plots.

Usage

generate_report_cmahalanobis(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Mahalanobis distances matrix and p_values
matrix.

pvalue.method A method with which you want to calculate pvalue matrix.The default method
is "chisq". Other methods are "permutation" and "bootstrap".

num.permutations

A number of permutations to define if you choose "permutation".

num.bootstraps A number of bootstrap to define if you choose "bootstrap".

Value

A Microsoft Word document about Mahalanobis distances matrix and p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_cmahalanobis(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_cmahalanobis(mtcars, ~am)
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generate_report_cmanhattan

Generate a Microsoft Word document about the Manhattan distance
and the p-values matrices with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Man-
hattan distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_cmanhattan(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Manhattan distance matrix and the
p_values matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".Other
methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Manhattan distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_cmanhattan(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_cmanhattan(mtcars, ~am)
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generate_report_cminkowski

Generate a Microsoft Word document about the Minkowski distance
matrix and the p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Minkowski
distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_cminkowski(
dataset,
formula,
p = 3,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.
formula A factor which you want to calculate the Minkowski distance matrix and the

p_values matrix.
p Order of the Minkowski distance
pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".

Other methods are "permutation" and "bootstrap".
num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Minkowski distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_cminkowski(iris, ~Species, p = 3)

# Generate a report about "am" factor in mtcars dataset
generate_report_cminkowski(mtcars, ~am, p = 3)
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generate_report_csorensendice

Generate a Microsoft Word document about the Sorensen-Dice dis-
tance matrix and the p-values matrix with corresponding plots.

Description

This function takes a dataframe, a factor and returns a Microsoft Word document about the Sorensen-
Dice distance matrix and the p-values matrix with corresponding plots.

Usage

generate_report_csorensendice(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 10,
num.bootstraps = 10

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Sorensen-Dice distance matrix and the
p_values matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

Value

A Microsoft Word document about the Sorensen-Dice distance matrix and the p_values matrix.

Examples

# Generate a report about "Species" factor in iris dataset
generate_report_csorensendice(iris, ~Species)

# Generate a report about "am" factor in mtcars dataset
generate_report_csorensendice(mtcars, ~am)
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pvaluescbatt Calculate the p_values matrix for each species, using Bhattacharyya
distance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Bhattacharyya distance for the distances calculation.

Usage

pvaluescbatt(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Bhattacharyya distance.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvaluescbatt(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvaluescbatt(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
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pvaluescbrcu Calculate the p_values matrix for each species, using Bray-Curtis dis-
tance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Bray-Curtis distance for the distances calculation.

Usage

pvaluescbrcu(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Bray-Curtis distance.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvaluescbrcu(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvaluescbrcu(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
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pvaluesccanb Calculate the p_values matrix for each species, using Canberra dis-
tance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Canberra distance for the distances calculation.

Usage

pvaluesccanb(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Canberra distance.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvaluesccanb(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvaluesccanb(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
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pvaluesccheb Calculate the p_values matrix for each species, using Chebyshev dis-
tance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Chebyshev distance for the distances calculation.

Usage

pvaluesccheb(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Chebyshev distance.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvaluesccheb(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvaluesccheb(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
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pvaluesccosi Calculate the p_values matrix for each species, using Cosine distance
as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Cosine distance for the distances calculation.

Usage

pvaluesccosi(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Cosine distance.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvaluesccosi(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvaluesccosi(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)



pvaluesceucl 33

pvaluesceucl Calculate the p_values matrix for each species, using the Euclidean
distance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Euclidean distance for the distances calculation.

Usage

pvaluesceucl(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Euclidean distances.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing the p_values matrix and, optionally, the plot. #’ @examples # Calculate p_values
of "Species" variable in iris dataset pvaluesceucl(iris,~Species, pvalue.method = "chisq", num.permutations
= 100, num.bootstraps = 10) # Calculate p_values of "am" variable in mtcars dataset pvaluesceucl(mtcars,~am,
pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
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pvalueschamm Calculate the p_values matrix for each species, using Hamming dis-
tance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Hamming distance for the distances calculation.

Usage

pvalueschamm(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Hamming distance.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvalueschamm(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvalueschamm(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
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pvalueschell Calculate the p_values matrix for each species, using Hellinger dis-
tance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Hellinger distance for the distances calculation.

Usage

pvalueschell(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Hellinger distance.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvalueschell(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvalueschell(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
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pvaluescjacc Calculate the p_values matrix for each species, using Jaccard distance
as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Jaccard distance for the distances calculation.

Usage

pvaluescjacc(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Jaccard distance.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvaluescjacc(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvaluescjacc(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
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pvaluescmaha Calculate p_values matrix for each species, using Mahalanobis dis-
tance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of the species and a plot if the
user select TRUE using Mahalanobis distance for distances calculation.

Usage

pvaluescmaha(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate the Mahalanobis distances matrix.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".Other
methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot a p_values heatmap. The default value is TRUE.

Value

A list containing the p-values matrix and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvaluescmaha(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvaluescmaha(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
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pvaluescmanh Calculate the p_values matrix for each species, using Manhattan dis-
tance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Manhattan distance for the distances calculation.

Usage

pvaluescmanh(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe

formula A factor which you want to calculate Manhattan distances.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A matrix containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvaluescmanh(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvaluescmanh(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
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pvaluescmink Calculate the p_values matrix for each species, using Minkowski dis-
tance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Minkowski distance for the distances calculation.

Usage

pvaluescmink(
dataset,
formula,
p = 3,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Minkowski distance.

p Order of the Minkowski distance

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvaluescmink(iris,~Species, p = 3, pvalue.method = "chisq",

num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
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pvaluescmink(mtcars,~am, p = 3, pvalue.method = "chisq",
num.permutations = 100, num.bootstraps = 10)

pvaluescsore Calculate the p_values matrix for each species, using Sorensen-Dice
distance as a base.

Description

This function takes a dataset, a factor, a p_value method, number of bootstraps and permutation
when necessary, and returns a p_values matrix between each pair of species and a plot if the user
select TRUE using Sorensen-Dice distance for the distances calculation.

Usage

pvaluescsore(
dataset,
formula,
pvalue.method = "chisq",
num.permutations = 100,
num.bootstraps = 10,
plot = TRUE

)

Arguments

dataset A dataframe.

formula A factor which you want to calculate Sorensen-Dice distance.

pvalue.method A p_value method used to calculate the matrix, the default value is "chisq".
Other methods are "permutation" and "bootstrap".

num.permutations

Number of permutation to specify if you select "permutation" in "pvalue.method".
The default value is 100.

num.bootstraps Number of bootstrap to specify if you select "bootstrap" in "p_value method".
The default value is 10.

plot if TRUE, plot the p_values heatmap. The default value is TRUE.

Value

A list containing a matrix of p_values and, optionally, the plot.

Examples

# Calculate p_values of "Species" variable in iris dataset
pvaluescsore(iris,~Species, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)
# Calculate p_values of "am" variable in mtcars dataset
pvaluescsore(mtcars,~am, pvalue.method = "chisq", num.permutations = 100, num.bootstraps = 10)



Index

cbhattacharyya (ccbhattacharyya), 4
cbraycurtis, 2
ccanberra, 3
ccbhattacharyya, 4
cchebyshev, 5
ccosine, 6
ceuclide, 7
chamming, 8
chellinger, 9
cjaccard, 10
cmahalanobis, 11
cmanhattan, 12
cminkowski, 13
csorensendice, 14

generate_report_cbhattacharyya, 15
generate_report_cbraycurtis, 16
generate_report_ccanberra, 17
generate_report_cchebyshev, 18
generate_report_ccosine, 19
generate_report_ceuclide, 20
generate_report_chamming, 21
generate_report_chellinger, 22
generate_report_cjaccard, 23
generate_report_cmahalanobis, 24
generate_report_cmanhattan, 25
generate_report_cminkowski, 26
generate_report_csorensendice, 27

pvaluescbatt, 28
pvaluescbrcu, 29
pvaluesccanb, 30
pvaluesccheb, 31
pvaluesccosi, 32
pvaluesceucl, 33
pvalueschamm, 34
pvalueschell, 35
pvaluescjacc, 36
pvaluescmaha, 37
pvaluescmanh, 38

pvaluescmink, 39
pvaluescsore, 40

41


	cbraycurtis
	ccanberra
	ccbhattacharyya
	cchebyshev
	ccosine
	ceuclide
	chamming
	chellinger
	cjaccard
	cmahalanobis
	cmanhattan
	cminkowski
	csorensendice
	generate_report_cbhattacharyya
	generate_report_cbraycurtis
	generate_report_ccanberra
	generate_report_cchebyshev
	generate_report_ccosine
	generate_report_ceuclide
	generate_report_chamming
	generate_report_chellinger
	generate_report_cjaccard
	generate_report_cmahalanobis
	generate_report_cmanhattan
	generate_report_cminkowski
	generate_report_csorensendice
	pvaluescbatt
	pvaluescbrcu
	pvaluesccanb
	pvaluesccheb
	pvaluesccosi
	pvaluesceucl
	pvalueschamm
	pvalueschell
	pvaluescjacc
	pvaluescmaha
	pvaluescmanh
	pvaluescmink
	pvaluescsore
	Index

