#!/bin/bash
#SBATCH --job-name=Import_sequences
#SBATCH --output=resultimporting.txt
#SBATCH --partition=dribe
#SBATCH --ntasks=1
#SBATCH --time=72:00:00
## getting the line numbers of the bad sequences
grep -v '^>' bold_allrawSeqs.fasta | grep [^THADGRC\.SMBNWVKY-] -n > badseqs.txt
## reformatting these line numbers to delete
for val in $(cut -f 1 badseqs.txt -d ':'); do
myvar1=$(($val*2))
myvar2=$(($myvar1-1))
echo $myvar2"d"
echo $myvar1"d"
done | tr '\n' ';' | sed 's/.$//' > droplines.txt
## deleting these line numbers
myval=$(cat droplines.txt)
sed -e $myval bold_allrawSeqs.fasta > cleaned_bold_allrawSeqs.fasta
## Next make the taxonomy file
grep '^>' cleaned_bold_allrawSeqs.fasta | sed 's/^>//' | \
awk '{for(i=1;i<2;i++)sub(";","\t")}1' > bold_rawTaxa_forQiime.tsv
module load seqkit/0.7.1
seqkit seq cleaned_bold_allrawSeqs.fasta -g -o degappedSeqs.fasta
cat ./degap_tmpdir/ degappedSeqs.fasta | paste - - | \
awk -v OFS="\t" '{gsub(/^[N]+/,"",$2);print}' | \ ## removes prefix N's
rev | sed 's/^N*//' | \ ## removes suffix N's
rev | tr '\t' '\n' > bold_outerNtrimmed.fasta
