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2 read_tblout

read_domtblout Read a file created through the "—-domtblout’ option

Description

Read a file created through the *—-domtblout’ option

Usage

read_domtblout(file)

Arguments

file Filename

Value

data.frame

Examples

file <- system.file('extdata', 'example.domtblout.txt', package='rhmmer')
read_domtblout(file)

read_tblout Read a file created through the "—-tblout’ option

Description

Read a file created through the *—-tblout’ option

Usage
read_tblout(file)

Arguments

file Filename

Value

data.frame

Examples

file <- system.file('extdata', 'example.tblout.txt', package='rhmmer')
read_tblout(file)



rhmmer

rhmmer rhmmer: utilities for ' HMMER’

Description

Currently rhmmer exports exactly two functions:

Details

read_tblout Read a file made by HMMER °—-tblout’
read_domtblout Read a file made by HMMER *—-domtblout’
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