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bioseq_dna vector

DNAbin {ape}

alignment {seqinr}

character vector {base}

as_DNAbin() 

as_tibble() 

as_seqinr_alignment() 

as.character() 

File system
(FASTA format)

write_fasta() 

read_fasta() 

as_dna()
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Two-columns tibble {tibble}
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