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@ Vazno

Zbog nemogucnosti postavljanja limita na resurse i mogu¢eg smetanja/zauzimanja resursa drugima, potrebno je cijeli ¢vor zauzet sa *mpifull.
Primjer 1:

shor_read_pipeline.sge

#!/ bi n/ bash

#$ - N deepARG SRP

#$ -pe al6-npifull 16

#$ -cwd

nodul e | oad bi oi nf o/ deepARG

deeparg short_reads_pipeline --forward_pe_file F.fq.gz --reverse_pe_file Rfq.gz --output_file reads -d
$DEEPARGDB - - bowti e_16s_identity 100

Primjer 2:

predict.sge

#!/ bi n/ bash

#$ - N deepARG predi ct

#$ -pe al6-npifull 16

#$ -cwd

nodul e | oad bi oi nf o/ deepARG

deeparg predict --nodel LS -i ORFs.fa -0 pred -d $DEEPARGDB --type nucl --min-prob 0.8 --arg-alignment-identity
30 --arg-alignment-eval ue le-10 --arg-numalignnents-per-entry 1000

Instalacija:

conda instalacija

source /apps/ m niforge/bin/activate
conda create -p /apps/virtenv/deepARG pyt hon=2. 7. 15
conda activate /apps/virtenv/ deepARG

conda install -c bioconda di anond==0.9. 24
pip install deeparg==1.0.2

conda install -c bioconda trimonmatic
conda install -c bioconda vsearch

conda install -c bioconda bedtools

conda install -c bioconda bowie2

conda install -c bioconda santools

#baze podataka su runo skinute sa https://bench.cs.vt.edu/ftp/datal/deeparg/data/ u /apps/virtenv/deepARG
/ deepar g_dat a
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