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L1000_compounds L1000_compounds

Description

Compounds included in 2017 Release TCSs as published in Stathias et al., 2018

Usage

L1000_compounds

Format

A character vector with 1679 elements.

id The unique identifier

name The name associated with the id

Source

http://www.source-of-my-data.com

http://www.source-of-my-data.com
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L1000_genes L1000_genes

Description

character vector of L1000-measured genes

Usage

L1000_genes

Format

chr vector 961 elements

id The unique identifier

name The name associated with the id

Source

http://www.source-of-my-data.com

LINCS.ResponseSigs LINCS.ResponseSigs

Description

2017 Release TCSs as published in Stathias et al., 2018

Usage

LINCS.ResponseSigs

Format

A data frame with 1679 rows and 961 variables:

id The unique identifier

name The name associated with the id

Source

http://www.source-of-my-data.com

http://www.source-of-my-data.com
http://www.source-of-my-data.com
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runscFOCAL Launch scFOCAL

Description

Launch scFOCAL

Usage

runscFOCAL()

Examples

runscFOCAL()
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