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ATCACAGTGGGACTCCATAAATTTTTCT
CGAAGGACCAGCAGAAACGAGAGENEN Short sequence reads
GGACAGAGTCCCCAGCGGGCTGAAGGGG
ATGAAACATTAAAGTCAAACAATATGAA
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Wang et al., Nat Rev Genet 10(1):57-63, 2009
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@SRR001666.1 071112 SLXA-EAS1 s 7:5:1:817:345 length=36
GGGTGATGGCCGCTGCCGATGGCGTCAAATCCCACC
+SRR001666.1 071112 SLXA-EAS1 s 7:5:1:817:345 length=36
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2 GGGTGATGGCCGCTGCCGATGGCGTCAAATCCCACC
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Quality scores across all bases (Sanger / lllumina 1.9 encoding)
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Position in read (bp)
FastQC http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
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sam/bam

QNAME Query template NAME
"""""" FLAG bitwiseFLAG
""""" RNAME = References sequence NAME
""""""" POS  1-based leftmost mapping POSition
"""""" MAPQ  MAPpingQualty
"""""" CGAR ~ CIGARSting
""""" RNEXT ~ Ref.name of the mate/nextread
""""" PNEXT ~ Position of the mate/nextread
"""""" TLEN .~ observed Template LENgth
""""""" SE@  segmentSEQuence
"""""" QUAL  ASCIlof Phred-scaled base QUALity+33

Sequence Alignment/Map Format Specification



Coor 12345678901234 5678901234567890123456789012345
ref AGCATGTTAGATAA**GATAGCTGTGCTAGTAGGCAGTCAGCGCCAT
+r001/1 TTAGATAAAGGATA*CTG

+r002 aaaAGATAA*GGATA

+r003 gcctaAGCTAA

+r004 ATAGCT.............. TCAGC
-r003 ttagctTAGGC

-r001/2 CAGCGGCAT

@HD VN:1.5 SO:coordinate

@SQ SN:ref LN:

r001 99 ref
r002 0 ref
r003 0 ref
r004 0 ref
r003 2064 ref
r001 147 ref
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TTAGATAAAGGATACTG =*

AAAAGATAAGGATA
GCCTAAGCTAA
ATAGCTTCAGC
TAGGC
CAGCGGCAT

* ¥ X ¥ X

SA:Z:ref,29,-,6H5M,17,0;
SA:Z:ref,9,+,556M,30,1;
NM:i:1

Sequence Alignment/Map Format Specification



sam&ebam
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samtools

. Sam—bam
$ samtools view -bS test.sam > test.bam

. bam—sam
$ samtools view -h test.bam > test.sam

. V— K (test.sort.bamhMERK)
$ samtools sort test.bam test.sort

. indexM{ERX (test.sort.bam.baih ERL)
$ samtools index test.sort.bam

Li et al. Bioinformatics 25(16):2078-9, 2009
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. DRASearch Send Feedback " Search Home © DRA Home
FTP
Submission Detail Navigation
Alias S. cerevisiae CENPK RNA-seq Study SRP012047

Experiment SRX135198 FASTQ SRA
SRX135710 FASTQ SRA

Submission ID

Submission Date 2012-04-04
SRX135711 FASTQ SRA
Center Name Chalmers University of Technology SRX135712 FASTO SRA
Lab Name SRX135713 FASTQ SRA
Sample SRS307298
SRS308058
Run SRR453566 FASTQ SRA

http://trace.ddbj.nig.ac.jp/DRASearch/ SRR453567 IFASTQ BIsRA

SRR453568 FASTQ SRA
SRR453569 FASTQ SRA
SRR453570 FASTQ SRA
SRR453571 FASTQ SRA
SRR453572 FASTQ SRA
SRR453573 FASTQ SRA
SRR453574 FASTQ SRA
SRR453575 FASTQ SRA
SRR453576 FASTQ SRA
SRR453577 FASTQ SRA

CDDAKRRETQ EACTN CDA

Ogasawara et al. Nucleic Acids Res 42: D44-D49, 2014
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STRUCTURE DETAILS

Experimental setup lllumina HiSeq2000 e - _\ |
Same initial culture 100bp PE |  — ","7._, e

* ¥ 7)V  Run ) — N

batchl SRR453566 5,725,730
batch?2 SRR453567 7,615,732
batch3 SRR453568 5,565,734
chemol SRR453569 4,032,514
chemo?2 SRR453570 6,745 975

® X3 |, chemo3 SRR453571 6,163,396
&[22 -l

Nookaew et al., Nucleic Acids Res 40(20):10084-97, 2012
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iGenomesh 5 BUi=
Log in to get personalized account information. Quick Order =

Hlumina

ContactUs  Mylllur|,

APPLICATIONS SYSTEMS INFORMATICS CLINICAL SERVICES SCIENCE SUPPORT COMPANY Search

Support » Sequencing » Sequencing Software » iGenomes —

iIGenomes

Ready-To-Use Reference Sequences and Annotations
The iGenomes are a collection of reference sequences and annotation files for commonly analyzed organisms. The files have been downloaded
NCBI, or UCSC, and chromosome names have been changed to be simple and consistent with their download source. Each iGenome is availab
compressed file that contains sequences and annotation files for a single genomic build of an organism.

For more information, see the iGenomes Overview and Change Log.

Species Source Build(s)
Arabidopsis thaliana Ensembl TAIR10 TAIR9
NCBI TAIR10 build9.1
Bacillus_cereus strain ATCC 10987 NCBI 2003-02-13
Bacillus_subtilis strain 168 Ensembl EB2
Bos taurus (Cow) Ensembl UMD3.1 Btau 4.0
NCBI UMD_31 Btau_4.6.1 Btau_4.2

http://jp.support.illumina.com/sequencing/sequencing_software/igenome.html
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—genes.gtf
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intersection intersection

union _strict _honempty
gene A gene A gene A
gene A no_feature gene A
gene A no_feature gene A
gene A gene A gene A
gene A gene A gene A
ambiguous gene A gene A
ambiguous ambiguous ambiguous

http://www-huber.embl.de/users/anders/HTSeq/doc/count.html
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Table 54 Number of DGE (Q-values < 10e-3) from different methods (for microarray the number DGE is 1603)

Method (Gsnap N.Gsnap Stampy | N.Stampy | TopHat | N.TopHat | De novo
Cufdiff 2061 2172 1712 1741 1671 1726 1623
DESeq 2690 2731 2507 2503 2412 2432 2197
edgeR 3087 3161 2732 2742 2649 2673 2385
bavSeq 1785 1807 1173 1198 1092 1133 1175
NOISeg* 2097 2070 1837 1784 1804 1754 1595

Nookaew et al., Nucleic Acids Res 40(20):10084-97, 2012
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