/\ cd project
mkdir fastq

B fastq - =~ v ogm 72 2 D Find Files I:j['j
\i’f New~ - [+

/gpfs0/home/gdtheisenlab/ert002/2020_jove/fastq/
Name a Size Changed
" 4/14/2020 4:12:03 PM
|| daf1_R1.fastq.gz 3,566,691 KB 3/26/2020 3:19:32 PM
|| daf1_R2.fastq.gz 4,102,033 KB 3/26/2020 3:19:36 PM
| ] daf2_R1.fastq 17,537,615 KB 3/27/2020 4:25:49 PM
| | daf2_R1.fastq.gz 3,652,377 KB 3/26/2020 3:22:46 PM
| | daf2_R2.fastq.gz 4,171,406 KB 3/26/2020 3:22:50 PM
| | daf3_R1.fastq.gz 3,566,802 KB 3/26/2020 3:26:49 PM
| | daf3_R2.fastq.gz 3,588,452 KB 3/26/2020 3:26:52 PM
| 1del221 R1.fastq 16,955,622 KB 3/27/2020 4:37:56 PM
| ] del221_R1 fastq.gz 3,586,634 KB 3/26/2020 3:27:05 PM
| ] del221_R2 fastq 16,969,679 KB 3/27/2020 4:40:06 PM
|| del221_R2 fastq.gz 4,158,103 KB 3/26/2020 3:27:10 PM
|| del222_R1 fastq.gz 4,198,735 KB 3/26/2020 3:27:14 PM
|| del222_R2 fastq.gz 4,783,606 KB 3/26/2020 3:27:20 PM
| | del223 R1 fastq.gz 3,758,297 KB 3/26/2020 3:27:25 PM
| | del223 R2 fastq.gz 4,261,438 KB 3/26/2020 3:27:29 PM
|_lief1_R1.fastq.gz 4,141,012 KB 3/26/2020 3:27:33 PM
[ a1 R factn nr A7GNTAY KR 2A/IA/ININ 25728 DM
< 2

C mkdir trimmed
kd fastq
trim_galore -o path_to/project/trimmed --paired samplel R1.fastq.gz samplel_R2.fastq.gz

cd ..

mkdir STAR_output

cd trimmed|

STAR --runThreadN [N] --genomeDir path_to/STAR_index --readFilesIn samplel_R1_val_1.fq.gz samplel_R2_val_2.fq.gz
--readFilesCommand zcat --outFileNamePrefix path_to/project/STAR_output/samplel_ --quantMode GeneCounts
--twopassMode Basic --outSAMunmapped Within



