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2 seq_revcomp

seq_gc Get the GC content of a nucleic acid sequence

Description

Get the GC content of a nucleic acid sequence

Usage

seq_gc(seq, digits = 4)

Arguments

seq A string - the nucleic acid sequence formatted as a single string

digits An integer - rounding precision for the result (see [base::round()])

Value

A double, the GC content of *seq*, with precision defined by *digits*

seq_revcomp Get the reverse complement of a nucleic acid sequence

Description

Get the reverse complement of a nucleic acid sequence

Usage

seq_revcomp(seq)

Arguments

seq A string - the nucleic acid sequence formatted as a single string

Value

A string - the reverse complement of *seq*
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