OooEol—(}l A- N\O‘i
{EE] perl ©10{0] 7| X 18

Raw sequences of NGS technologies and Perl program

2017/9/23
AJ MO K} OF 1 Jongsun Park, Ph. D

SUMLSEHIEN UIMIVERSTY

MN2A| ZA+ el=55 359-63 GFET 2015
Tel 02 2698 1188 / Fax 02 6280 8821 Il‘lfOBOSS

nfomations & Systems

www.infoboss.co.kr




Running Program for Aligning RaW Sequences (1) /Alignment against reference genome

- Two major rice genomes were already published in 2002.
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Runnlng Program for Allgnlng RaW Sequences (2) /Alignment against reference genome :

nnnnnnnnnnnnnnnnnnn

- Running program for aligning short reads against the reference genome.

Alignment process with bwa (for each fastq file)

/home/bioinfo/bwa-0.7.15/bwaaln-n3-t1-01-e-1-d16-i5-145-k3-M3-011-E4
/home/bioinfo/bwadataset//TBBWA0008776.fasta [filename] > [filename].sai
/home/bioinfo/bwa-0.7.15/bwaaln-n3-t1-01-e-1-d16-i5-145-k3-M3-011-E4
/home/bioinfo/bwadataset//TBBWA0008776.fasta [filename] > [filename].sai

Merging alignment results and generate bam file

/home/bioinfo/bwa-0.7.15/bwa sampe /home/bioinfo/bwadataset//TBBWA0O008776.fasta [sai
file1] [sai file2] [filenamel] [filename2] -r

"@RG\tID:SR15950\tPL:lllumina\tPU:seq\tSM:lllumina\tLB:SR" | /home/bioinfo/samtools-
1.5//samtools view -bt /home/bioinfo/bwadataset//TBBWAO0O08776.txt -o [bam filename] -
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Running Program for Aligning Raw Sequences (3) / Alignment against reference genome

- Getting statistics of alignment from bam file

Get flagstat data from bam

/home/bioinfo/samtools-1.5//samtools flagstat [bam filename]

PC32.pl

- Merge two flagstat files via extracting numbers from text file and print it.
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