#!/bin/bash
#SBATCH --job-name=RESCRIPT_sequences
#SBATCH --output=RESCRIPT.txt
#SBATCH --partition=dribe
#SBATCH --ntasks=1
#SBATCH --time=72:00:00
module load miniconda/ qiime2 2020.8
qiime tools import \
--input-path bold_outerNtrimmed.fasta \
--output-path bold_outerNtrimmed.qza \
--type 'FeatureData[Sequence]'
## import taxonomy data
qiime tools import \
--type 'FeatureData[Taxonomy]' \
--input-format HeaderlessTSVTaxonomyFormat \
--input-path bold_rawTaxa_forQiime.tsv \
--output-path bold_rawTaxa.qza
qiime rescript cull-seqs \
--i-sequences bold_outerNtrimmed.qza \
--p-num-degenerates 5 \
--p-homopolymer-length 12 \
--o-clean-sequences bold_ambi_hpoly_filtd_seqs.qza
qiime rescript filter-seqs-length \
--i-sequences bold_ambi_hpoly_filtd_seqs.qza \
--p-global-min 200 \
--p-global-max 1600 \
--o-filtered-seqs bold_ambi_hpoly_length_filtd_seqs.qza \
--o-discarded-seqs bold_ambi_hpoly_length_discarded_seqs.qza
qiime rescript dereplicate \
--i-sequences bold_ambi_hpoly_length_filtd_seqs.qza \
--i-taxa bold_rawTaxa.qza \
--p-mode 'super' \
--p-derep-prefix \
--p-rank-handles 'greengenes' \
--o-dereplicated-sequences bold_derep1_seqs.qza \
--o-dereplicated-taxa bold_derep1_taxa.qza
