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#!/bin/bash

AUTHOR="Michael Gruenstaeudl, PhD"
COPYRIGHT="Copyright (C) 2016-2018 $AUTHOR"
CONTACT="m.gruenstaeudl@fu-berlin.de"
VERSION="2018.04.30.1600"

USAGE="bash Scriptl0.sh $INF_ALGNM S$LOG"
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# SUPPLEMENTARY FILE 10 #
# Bash script to remove gap positions and to calculate alignment #
# statistics from an input alignment. #
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# Check if sufficient commandline parameters

numArgmt s=S$#

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 "Sv" 1; then
echo "ERROR | File not found: $v" >&2
exit 1

fi

done

# Check if dependencies exist
DEPS=(statal trimal)
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_ALGNM=$1
LOG=52

FHEF A H A A SR H A F A H AR H SR H S F A H AR R R 4

# Defining temporary files and outfiles
TMP_ALGNM=$ { INF_ALGNM% .nex*} .tmp
OUF_ALGNM=$ { INF_ALGNMS .nex*}_gapsRemoved.nex
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## Replace question marks with Ns ##
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cat S$INF_ALGNM | tr '?' 'N' > $TMP_ALGNM
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## Operations via trimal and statal ##
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echo —e "\n# Alignment statistics BEFORE gap removal" >> S$LOG
statal -in $TMP_ALGNM -sident >> S$SLOG
statal -in S$TMP_ALGNM -sgt >> S$LOG

trimal —-in $TMP_ALGNM -out S$OUF_ALGNM -fasta -gt 0.8 -st 0.001 -cons 60
echo —e "\n# Alignment statistics AFTER gap removal" >> S$LOG

statal -in S$OUF_ALGNM -sident >> S$SLOG

statal -in S$OUF_ALGNM -sgt >> S$LOG

# File hygiene
rm S$STMP_ALGNM



