##################################################
### Create a BLAST Reference Database from BOLD ##
##################################################
# Load LocaTT.
library(LocaTT)
# Set working directory.
# CHANGE THIS TO YOUR WORKING DIRECTORY.
setwd("/Users/kenengoodwin/Desktop/Other/Seasonal_Work/GeneticsLab/ReturnToLLT/F
or_Joy/For_Joy4")
# Read in reference FASTA file (Base_Taxa_Locate.fasta).
reference<-LocaTT::read.fasta(file="Base_Taxa_Locate.fasta")
# Remove the first line, which contains no information.
reference<-reference[-1,]
# Replace the leading "tax=" with "###root;" in the header lines.
reference$Name<-sub(pattern="^tax=",replacement="###root;",x=reference$Name)
# Remove the level identifiers.
reference$Name<-gsub(pattern=";[[:alpha:]]__",replacement=";",x=reference$Name)
# Add an arbitrary numeric identifier to the taxonomic levels (these are expected
# in MIDORI format, but are removed when formatting the reference database).
reference$Name<-gsub(pattern=";",replacement="_1;",x=reference$Name)
# Complete the addition of a numeric identifier to the last taxonomic level.
reference$Name<-paste0(reference$Name,"_1")
# Write out FASTA file in MIDORI format.
LocaTT::write.fasta(names=reference$Name,
sequences=reference$Sequence,
file="BOLD_MIDORI_Format.fasta")
# Format reference database.
LocaTT::format_reference_database(
path_to_input_reference_database="BOLD_MIDORI_Format.fasta",
path_to_output_BLAST_database="BLASTBase_Taxa_Locate.fasta",
input_reference_database_source="MIDORI")
# Done!
