#!/bin/bash
#SBATCH --job-name= DerrepNClassifier
#SBATCH --output= DerrepNClassifier.txt
#SBATCH --partition=dribe
#SBATCH --ntasks=1
#SBATCH --time=72:00:00
module load miniconda/ qiime2 2020.8
qiime tools import \
--input-path bold_derep1_helminth.fasta \
--output-path bold_derep1_helminth_seqs_aligned.qza \
--type 'FeatureData[AlignedSequence]'
qiime rescript degap-seqs \
--i-aligned-sequences bold_derep1_helminth_seqs_aligned.qza \
--p-min-length 170 \
--o-degapped-sequences bold_derep1_helminth_seqs_nogaps.qza
qiime rescript dereplicate \
--i-sequences bold_derep1_helminth_seqs_nogaps.qza \
--i-taxa bold_rawTaxa.qza \
--p-mode 'super' \
--p-derep-prefix \
--p-rank-handles 'greengenes' \
--o-dereplicated-sequences bold_helminth_seqs.qza \
--o-dereplicated-taxa bold_helminth_taxa.qza
qiime feature-classifier fit-classifier-naive-bayes \
--i-reference-reads bold_helminth_database.qza \
--i-reference-taxonomy bold_helminth_taxa.qza \
--o-classifier classifier.qza
