Salmon

Verzija Modul
0.14.1 bioinfo/Salmon/0.14
1.9.0 bioinfo/Salmon/1.9.0

1.10.0 bioinfo/Salmon/1.10.0

Koristenje

Primjer je preuzets: ftp: //ftp. ensenbl genones. or g/ pub/ pl ant s/ rel ease- 28/ f ast a/ ar abi dopsi s_t hal i ana/ cdna
/ Ar abi dopsi s_t hal i ana. TAI R10. 28. cdna. all.fa.gz -0 athal.fa.gz

Indeksiranje

#! / bi n/ bash

#$ - N Sal non-i ndex_t est
#$ -cwd

#$ -pe *npisingle 12

nmodul e | oad bi oi nfo/ Sal nbn/1.9.0

sal non index -t athal.fa.gz -i athal _index --threads $NSLOTS

(D Napomena

Alociranje 8-12 threadova za Salmon postize najviSe brzine za izracune. Odabir threadova viSe od 12 ¢e rezultirati da ti threadovi budu zauzeti i
neiskoristeni.

Instalacija

® Koristen je prevodioc gcc/9 za verziju 1.9.0

Instalacija
#v1.0.9

wget https://github. coml COMBI NE- | ab/ sal non/ archi ve/refs/tags/v1.9.0.tar.gz

tar -xvf v1.9.0.tar.gz

cd salnon-1.9.0

nkdir build

nmodul e | oad gcc/9

cmake3 CMakeli sts.txt - DCMAKE | NSTALL_PREFI X=/ hore/ nhr zenj a/ Sal non/ sal non-1. 9. 0/ bui | d - DBOOST_ROOT=/ apps/ boost
/1.80/ -DNO_| POETRUE

nmake

nake install

#v1.10.0
manba creamanba create -p /apps/ bioinfo/sal non/1.10.0 pyt hon=3.8 sal nron=1. 10. 0 -c¢ bi oconda
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