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#!/bin/bash

# AUTHOR="Michael Gruenstaeudl, PhD"
# COPYRIGHT="Copyright (C) 2016−2018 $AUTHOR"
# CONTACT="m.gruenstaeudl@fu−berlin.de"
# VERSION="2018.04.05.1800"
# USAGE="bash Script7.sh $INF $FINAL_ASMBLY"

########################################################################
# SUPPLEMENTARY FILE 7                                                 #
# Bash script to convert the plain text summary of the annotations     #
# generated by DOGMA to a GFF file.                                    #
########################################################################

# Check if sufficient commandline parameters
numArgmts=$#
if [ ! $numArgmts −eq 2 ]; then
    echo "ERROR | Incorrect number of commandline parameters" >&2
    exit 1
fi

# Check if input files exist
for v in "$@"; do
if [ ! −f "$v" ]; then
    echo "ERROR | File not found: $v" >&2
    exit 1
fi
done

# Check if dependencies exist
DEPS=(python2.7 perl)
for d in "${DEPS[@]}"; do
if ! [ −x "$(command −v $d)" ]; then
  echo "Error: $d is not installed" >&2
  exit 1
fi
done

# Assigning commandline arguments
INF=$1
FINAL_ASMBLY=$2

################################################################################

# Defining temporary files and outfiles
OUT_STEM=${INF%.txt*}
OUT_FLE=${OUT_STEM}.gff
TMP1=${OUT_STEM}_part1.tmp
TMP2=${OUT_STEM}_part2.tmp

# Main operations
SEQNAME=$(head −n1 $FINAL_ASMBLY | tr −d ">")
NLINES=$(($(wc −l $INF | awk '{print $1}')−1))
printf "$SEQNAME\tDOGMA\tmotif\n%.0s" $(seq 1 $NLINES) > $TMP1
tail −n +2 $INF | awk '{print $1, $2, ".", $4, ".", "Name="$3}' > $TMP2
paste ${OUT_STEM}_part*.tmp | column −t −s $'\t' > $OUT_FLE
sed −i 's/ \+ /\t/g' $OUT_FLE
sed −i 's/ /\t/g' $OUT_FLE
echo "##FASTA" >> $OUT_FLE
cat $FINAL_ASMBLY >> $OUT_FLE

# File hygiene
rm $TMP1
rm $TMP2

#EOF


