#!/bin/bash

# To make this script executable, run:
# chmod +x demultiplex_nextera.sh
#
# To run this script on your input file, use:
# ./demultiplex_nextera.sh your_input_file.fastq.gz

# Script for demultiplexing Nextera adapter sequences
# Allowing 10% mismatch and using first 12 nucleotides of each adapter

# Check if input file is provided
if [ "$#" -ne 1 ]; then
    echo "Usage: $0 <input.fastq.gz>"
    exit 1
fi

INPUT_FILE=$1
OUTPUT_PREFIX="Demux_Nextera"

echo "Starting demultiplexing of $INPUT_FILE..."

# in the JOVE papers we only used adapters 1-9, 11-14, 16, 19, 21 and 22 for Samples 1-17 respectively 

cutadapt -m1 --no-trim -e 0.1 \
  -a Ad01=TCACTCTGTCTC \
  -a Ad02=TCATCCTGTCTC \
  -a Ad03=TCCACCTGTCTC \
  -a Ad04=TCCGTCTGTCTC \
  -a Ad05=TCCTACTGTCTC \
  -a Ad06=TCGATCTGTCTC \
  -a Ad07=TCGCGCTGTCTC \
  -a Ad08=TCTAGCTGTCTC \
  -a Ad09=TCTCCCTGTCTC \
# -a Ad10=TTAAGCTGTCTC \
  -a Ad11=TAACGCTGTCTC \
  -a Ad12=TAATACTGTCTC \
  -a Ad13=TAGAGCTGTCTC \
  -a Ad14=TATCACTGTCTC \
# -a Ad15=TGATGCTGTCTC \
  -a Ad16=TTACACTGTCTC \
# -a Ad17=TACTCCTGTCTC \
-o "${OUTPUT_PREFIX}-{name}.fastq.gz" "$INPUT_FILE"

echo "Demultiplexing complete!"
