HTSeq

Verzija Modul

2.0.2 bioinfo/HTSeq/2.0.2

Koristenje:

#! / bi n/ bash

#$ - N HTSeq- py

#$ -cwd

#$ -pe *npisingle 2

nodul e | oad bi oi nf o/ HTSeq/ 2. 0. 2

pyt hon HTSeq- exanpl e. py

HTSeg-example.py

i nport HTSeq

i mport nunpy
inport itertools

fastg_file = HTSeq. Fast qReader ( "yeast _RNASeq_excer pt _sequence. txt",

for read in itertools.islice( fastqg_file, 10 ):
print(read)

read. nane
read. seq

qual sum = nunpy. zeros(l en(read), int)
nreads = 0
for read in fastqg_file:

qual sum += read. qual

nreads += 1

r =qual sum/ fl oat(nreads)

nunpy. savet xt (' qual sumout', r, newine=" ", fnm="%")

Primjer je raden po uzoru: https://htseq.readthedocs.io/en/release_0.11.1/tour.html

Instalacija:

Conda instalacija

source /apps/ mniforge3/bin/activate
conda create -p /apps/virtenv/ HTSeqg2. 0. 2
conda activate /apps/virtenv/HTSeq2. 0.2
conda install -c bioconda htseq

"sol exa" )
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