Jlia Toro, 4ToOBl caaTh 3aJaHus MPaKTUKYMOB 12-13, HE0OXOAMMO MOATOTOBUTH
IIPOTPAMMHBIN CLIEHAPUH, KOTOPBIN:

- Ha Bxox nmpunuMaet ID ¢aiina 1 uMs XpoMocombl
- BeIIaeT GUIbTpoBaHHBIN vt daiin

[ToaroToBBTE MPOrPaMMHBIN clieHaApHil (M KOHDUTYpaIMOHHBIN (haiiil, €CIu peluTe
UCIIOJIb30BATh TaKyl0 OPTaHU3aIHIO).

Ha 3auere HyxHO OymeT MoKa3aTb CKPHUNT U OTBETUTh HA BOMPOCHI O JIHOOBIX
napameTpax, THUIEe BXOJHBIX W BBIXOAHBIX (DAMIIOB, JUTIsl YeTO HY)KHA Ta WA WHAS
CTpOKa, Iporpamma, napamerp u T.A.

[pumeps! opopmiiennss Koaa

1. ba3oBblii BapuaHT
Kaxnas komaH1a 3an1MChIBaeTCsl POBHO TaK, KaK OHA U JOJKHA ObITh 3alicaHa Jyist
BBITNIOJIHEHHUS], C @0COJIFOTHBIMU MJIU OTHOCUTEIBbHBIMU Ty TAMU.

====gcript.sh====
#!/bin/bash
fastqc /mnt/scratch/NGS/exome/reads/SRR001.fastq.gz -o /mnt/scratch/NGS/exome/fastqc

TrimmomaticSE -phred33 /mnt/scratch/NGS/exome/reads/SRR001.fastq.gz
/mnt/scratch/NGS/exome/reads_trim/SRR001.fastq.gz TRAILING:3 MINLEN:36

3amyck: ./script.sh
3nech u ganee — yoeIuTech, 4YTO y Balllero CKPUNTa €CTh IpaBa Ha UCIIOIHEHHUE.

2. BbIHOCHM 3aMeHsieMble YaCTH B IlepeMeHHbIe
====gscript.sh=—===
#1/bin/bash

sample=SRR0O01
raw_reads=/mnt/scratch/NGS/exome/reads
fastqgc=/mnt/scratch/NGS/exome/fastqc
trim_reads=/mnt/scratch/NGS/exome/reads_trim
trail=3

minlen=36

fastqc $raw_reads/$sample.fastq.gz -o $fastqc



TrimmomaticSE -phred33 $raw_reads/$sample.fastq.gz $ trim_reads /$sample.fastq.gz TRAILING: $trail
MINLEN:$minlen

3amyck: ./script.sh

BbiHOCHUM MM 06pa3ua KakK mapaMeTp npu 3anyCcke CKpUIiTa

====script.sh====
#1/bin/bash

sample=$1
raw_reads=/mnt/scratch/NGS/exome/reads
fastqc=/mnt/scratch/NGS/exome/fastqc
trim_reads=/mnt/scratch/NGS/exome/reads_trim
trail=3

minlen=36

fastqc $raw_reads/$sample.fastq.gz -o $fastqc

TrimmomaticSE -phred33 $raw_reads/$sample.fastq.gz $ trim_reads /$sample.fastq.gz TRAILING: $trail
MINLEN:$minlen

3amyck: ./script.sh SRRO01

BouiHocuM Bce nepeMeHHbIe B KOHPUTYpPAUMOHHBIN (hail

sample=$1
raw_reads=/mnt/scratch/NGS/exome/reads
fastqgc=/mnt/scratch/NGS/exome/fastqc



trim_reads=/mnt/scratch/NGS/exome/reads_trim
trail=3
minlen=36

====script.sh=—===
#!/bin/bash

cfg=$2
. $cfg

fastqc $raw_reads/$sample.fastq.gz -o $fastqc

TrimmomaticSE -phred33 $raw _reads/$sample.fastq.gz $ trim_reads /$sample.fastq.gz TRAILING: $trail
MINLEN:$minlen

3amyck: ./script.sh SRRO01 ./config.cfg



