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acoRn acoRn workflow

Description

acoRn workflow

Usage

acoRn(adults, progeny)

Arguments

adults a data.frame

progeny a data.frame

Value

a data.frame

clean_input Title

Description

Title

Usage

clean_input(genotypes)
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Arguments

genotypes data.table

Value

data.table

create_mock_parents Title

Description

Title

Usage

create_mock_parents(nmarkers = 10, ntrees = 100, nvariants = 4, maf = NULL)

Arguments

nmarkers number of markers
ntrees number of trees
nvariants number of trees
maf minimum allele frequency

Value

a list

create_mock_progeny Title

Description

Title

Usage

create_mock_progeny(info, fparents, mparents, prog)

Arguments

info mock parents, as generated from create_mock_parents function
fparents number of female parents
mparents number of male parents
prog number of progeny??
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Value

a data table

exclude_duplicates Report duplicates

Description

Report duplicates

Usage

exclude_duplicates(parents, adults = NULL, progeny = NULL)

Arguments

parents a data.frame

adults a data.frame

progeny a data.frame

Value

a data.frame

find_parents Identify relationships between parents and progenies

Description

Identify relationships between parents and progenies

Usage

find_parents(adults, progeny)

Arguments

adults a data.frame containing

progeny a data.frame

Value

a data.frame
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identify_duplicates Identify duplicates in genotypes (i.e. parents or progenies)

Description

Identify duplicates in genotypes (i.e. parents or progenies)

Usage

identify_duplicates(genotypes, abbr = NULL)

Arguments

genotypes a data.frame with the genotypes

abbr a string with abbreviation to use

Value

a data.frame

offspring Tree progeny data set

Description

An example of tree progeny data set

Usage

offspring

Format

offspring:
A data frame with 7,240 rows and 60 columns:

country Country name
iso2, iso3 2 & 3 letter ISO country codes
year Year ...

Source

https://www.who.int/teams/global-tuberculosis-programme/data

https://www.who.int/teams/global-tuberculosis-programme/data
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parents Tree parents data set

Description

An example of tree parents data set

Usage

parents

Format

parents:
A data frame with 7,240 rows and 60 columns:

country Country name
iso2, iso3 2 & 3 letter ISO country codes
year Year ...

Source

https://www.who.int/teams/global-tuberculosis-programme/data

https://www.who.int/teams/global-tuberculosis-programme/data
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