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

- Two major rice genomes were already published in 2002.

Oryza sativa
subsp. japonica

Oryza sativa
subsp. indica

Genome length 374,471,240 395,818,884

# of scaffolds 12 2,946

GC ratio (%) 43.158 43.569

# of genes 55,986 37,358

# of transcripts/proteins 66,338 37,358



Running Program for Aligning Raw Sequences (2) Alignment against reference genome

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

/home/bioinfo/bwa-0.7.15/bwa aln -n 3 -t 1 -o 1 -e -1 -d 16 -i 5 -l 45 -k 3 -M 3 -O 11 -E 4  
/home/bioinfo/bwadataset//TBBWA0008776.fasta [filename] > [filename].sai
/home/bioinfo/bwa-0.7.15/bwa aln -n 3 -t 1 -o 1 -e -1 -d 16 -i 5 -l 45 -k 3 -M 3 -O 11 -E 4  
/home/bioinfo/bwadataset//TBBWA0008776.fasta [filename] > [filename].sai

/home/bioinfo/bwa-0.7.15/bwa sampe /home/bioinfo/bwadataset//TBBWA0008776.fasta [sai
file1] [sai file2] [filename1] [filename2] -r 
"@RG\tID:SR15950\tPL:Illumina\tPU:seq\tSM:Illumina\tLB:SR" | /home/bioinfo/samtools-
1.5//samtools view -bt /home/bioinfo/bwadataset//TBBWA0008776.txt -o [bam filename] -

Alignment process with bwa (for each fastq file)

Merging alignment results and generate bam file



Running Program for Aligning Raw Sequences (3) Alignment against reference genome

- Getting statistics of alignment from bam file

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

Get flagstat data from bam

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

PC32.pl



Thank you for your attention!

If you have question, 
please ask! =)

starflr@infoboss.co.kr


