#!/bin/bash
#SBATCH --mem=100GB
#SBATCH --nodes 1
#SBATCH --ntasks-per-node 36
#SBATCH -t 100:00:00
#SBATCH --mail-type=FAIL --mail-user=kbernabe@uri.edu

sample=${1}_assembly/contigs.fasta

# Run quast
module purge
module load QUAST/5.2.0-foss-2021b
quast -e -o ${1}_quast_out_spades -t 36 ${sample}

# Run prodigal
module purge

module load Python/2.7.18-GCCcore-10.2.0
module load prodigal/2.6.3-GCCcore-10.2.0

prodigal -i ${sample} \
           -o ${1}.genes \
           -d ${1}.nuc \
           -a ${1}.faa


# Run eggnog
module purge
module load eggnog-mapper/2.1.6-foss-2020b
emapper.py -i ${1}.faa --output ${1}_proteome --data_dir /data2/shared/eggnog/ -m diamond --cpu 20



