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C' 1 www.ncbi.nlm.nih.gov/pubmed/?term=NCS e

— S ~—X : BLAST & PubMed
PubMed

8w =

NCBI Resources (¥ How To ¥

Publ@ed ;.

US Nationa! Library of Medicine

National Instiutes of Health

Show additional filters

Article types
Clinical Trial
Review

More ...

Text availability
Abstract available
Free full text available
Full text available

Publication
dates

5 years
10 years
Custom range...

Species
Humans
Other Animals

Clear all

Show additional filters

| PubMed : | NGS

\ ; I ‘N i a X
{3 RAS "Bave Seath AdJ NCBI Blast:Nucleotide Se

C' [7 blast.ncbi.nim.nih.gov/Blast.cgi# moq

Display Settings: (] Summary, 20 per page, S

See 1 article about ngs gene function j(Sian o] [Reqister]

See also: ngs notochord granular surface in ti

» NCBU/ BLAST/ blastx/ Formatting Results - SENSRPMNO1R
Edit and Resubmit Save Search Strategies P Formatting options & Download

Nucleotide Sequence (3065 letters)

YoulllfdHow to read this page Blast report description

Results: 1 to 20 of 1441

_| An In-Solution Hybridisation Method for
1. rich Clinical Samples for Analysis by NG RID SEN9RPMNO1R (Expires on 11-29 21:37 pm)
Smith M, Campino S, Gu Y, Clark TG, C Query ID Icl|171467
Dondorp AM, Kwiatkowski DP, Quail MA Description None

Open Genomics J. 2012;5. doi: 10.2174/1875€ Molecule type nudeic acid
PMID: 24273626 [PubMed] Quary Langth 3065

Related citations

Database Name refseq protein
Description NCBI Protein Reference Sequences
Program BLASTX 2.2.28+ » Citation

Other reports: p Search Summary [Taxonomy reports]
n ivatin ion of the MYOQOD1
2. rhabdomyosarcoma.
Szuhai K, de Jong D, Leung WY, Fletch
J Pathol. 2013 Nov 25. doi: 10.1002/path.4307
PMID: 24272621 [PubMed - as supplied by pu|
Related citations

©Graphic Summary
(=) Show Conserved Domains
Putative conserved domains have been detected, click on the image below for detailed results.
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Introduction to Statistical Methods for M

.3 s s : Specific hits Sulfate_tra_ .
i ATAIAIE SuLOPOUN &, Superfanilies Sulfate_tr ETRs
Methods Mol Biol. 2014:1107:129-55. doi: 10.1 e z R Sulfate_transp superfanily supe
Hulti-donains

PMID: 24272435 [PubMed - in process]
Related citations

Distribution of 112 Blast Hits on the Query Sequence &

|Mouse-over to show defiine and scores, click (o show alignmenis

High-Throughput Approaches for Microl

4. Dedeoglu BG.
Methods Mol Biol. 2014;1107:91-103. doi: 10.1
PMID: 24272433 [PubMed - in process)
Related citations

Color key for alignment scores
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2. Result List - DRA Search
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trace.ddbj.nig.ac.jp/DRASearch/query?keyword=SNP&show=20

2DRASearch

Accession :

Organism :

CenterName :

Keyword :

Show| 20 :

Search Re:

£

document

org:

Mi
ERAQQ721

<7xml vers
encoding="'
<SUBMISS
accessionm
alias=*"UU-!

ERAQQ721

org/2001/]
instance”>

alias="618I
center_nan
run_center
accessions

SRA11412

<?7xml vers
encoding="
<SUBMISS
discovery”

SRAD2470

SRA:

Sequence Read Arch

Send Feedback

Search Home

ive

BifdH C. ElE Short Read Archive

org/2001/XMLSchema-

instance“> <STUDY

allas="RNA-seq for SNP" RP
center name="ouc"
accession="SRP003814">
<DESCRIPTOR> <STUDY

SRA072630.submission.xml

<?xml version="1.0"
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SRA database growth

44,216,661,803,847,850 total bases
17,719,597,689,947,195 open access| bases
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https://trace.ncbi.nlm.nih.gov/Traces/sra/sra.cgi?view=announcement



JGA (Japanese Genotype-Phenotype Archive)
Controlled-access 7—5 D7 —hHA T

‘2. Japanese Genotype-phen:

4 C' [} trace.ddbj.nig.ac.jp/jga/index.html 1? B, W A =
~Z; DDBI Databases v English ' Contact
Japanese Genotype-phenotype Archive - NE

Home Studies Submission

— 5—& BT E Bk

Japanese Genotype-phenotype Archive (JGA) IZEBAZRHESINZTEIEDH 2 B/EF e Iotlone! Sloadenc ¢ Dat-hese STt
a7 —4 ¢ RVEFEREREFEL, BHULUTWET, F—IHNRESNCBALOEOER
KRB EILED, JGA DTF—FHBEFEOHRENCHIBRSNTVET, JGA S
BE70RI-)LCREY, BHREEE BN BRULTVWET, SRLENKL-2TO
TFT—HBEBILEINET, JGA F—LRKRBIESHSEFRTEIIENTEEXT,

B, JGA LERENBT—IRIUVOT—FDIBICOVWTORBERMITECEARZRES
IRERE UST)//\AM AL I VAT—IR—A1Z4— (NBDC) BEELTWVWET, JGA
ISR T IRES M National Bioscience Database Center (NBDC) & HETHEEZINT
WE7,

T—5 DOFIA

JGA BT — 9 ZBRT ZRICEDT— Y ICBAS N A EFIRARY > —Z2FBRULETH, #
BEOT—7HHEOABICDOWTIX JST/NBDC B'BERUET. #HEFE NBDC £7—%
DHFZHRFEL, JGA (3 NBDC MSONAAZEERER, IBELT—INORLRT
TeAEREHLET,

T—5 DER

JGA 1& JST/NBDC THRESNIcER(LENIT—ILETERIF/ITWET (ERZEHR
EUVEHRT—FDERICDOWVWT), EREFX JST/NBDC I JCANDT—5 RUZRF
L. NBDC 557 —F R OREFERE RIS o ERE L JGA IKEBLET, JCGA F—A
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Project Summary
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[M Project List (from taxonor | =

. C [ sra.dbcls.jp/cgi-bin/taxon2study.cgi?type=_&platform==&taxon_id=4530&taxon_tree=on&taxon_in=0ryza+sativa i?ﬁ B! A =

Project List from taxonomy (B version)

— back to DBCLS SRA top

\incl. child taxonomy (ex. strains) @ Search |

Study Type: | : Platform: | %] Taxon ID: 4530

Species name: jOryza sativa

Oryza > Oryza sativa

— TAB-delimited format

Total: 580 <<first <prev 13 14 |15 16| 17| 18 19 20 21 22 | next> last>> [10 #|

SRA ID Study ID Study Title Study Type Taxon ID Taxon Name « Exps Runs
e L S A A S etd.
SRA216709  SRP051189  Oryza sativa Transcriptome or Gene expression L;a;::;r;ptome 4530 Oryza sativa 0 0
SRA240900 SRP054995  Oryza sativa japonica Genome sequencing \é\lhole ngome 4530 Oryza sativa 1 0
equencing
SRA244535 SRPO55515 $mall RNA populations in Argonaute complexes purified from Rice stripe Tenuivirus (RSV)- Other 4530 Oryza sativa 0
infected rice
DRAO00685 DRPO0O716 Diversity in thg complexity of phosphate starvation transcriptomes among rice cultivars based on Tmnscﬁptome 39946 Oryza sativa Indica 57
RNA-Seq profiles Analysis Group
ERA000212 ERPOO0096 = Novel exon splicing junctions and novel transcriptional active regions in Oryza sativa Transcr o 39946 Sz sauhi fndice 18
Analysis Group
ERAO0S070 ERPO00235 The indica genome sequence by next-generation sequencing Xhon ngome 39946 Sio/zh Siive o 5
Sequencing Group
SRA010796  SRP001724 GSE19959: Degradome sequencing reveals endogenous small RNA targets in rice (Oryza sativa Transc_riptome 39946 Oryza sativa Indica 1
L. ssp. indica) Analysis Group
SRA012190 SRP002084  Single-base resolution DNA methylomes of rice and functional roles of DNA methylation Epigenetics 39946 ggﬁz Bnte inion 22
SRA026538 ~SRP004490 = Plant genome sequencing data oihpla Senome 39946 Sinyzs 2afiverindica 93
Sequencing Group
SRA036013  SRPO06587 ~ Oryza sativa Project o o 39946 Floes saia s 1
Sequencing Group
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Download
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fastq ‘
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Quality check  fgstqc

| fostq [#/ 512 [CDNAIC]
+ * , HISATZ2 Kallisto
de novo assemble mapping buq Salmon

| | ‘ sam/bam
l (Trinity)l - l

YL FEREMRM sconemie SNPRRM G

e E——— vcf

WwWdhnd IGV THRI



FASTQ7 A#—VY v k

@DRR0O01107.1 GEZQS5FOQ1EEA7F length=/7

GCAACATTCAACACATATGTGTTGAATGTTGCACGACGGNGTG. ..

+DRR00110/7.1 GEZQS5FOQ1EEA/F length (7

MT7138 MIH: @+ A1 b
2178 : 1BEEHC
v 39TH - + (+ ¥4 BJL)
HTh ATH TR ITAF) T+«
1=




[£%&] FASTA7 A#—<3 v

BRI ZzRIEIDH T A—N v

>AB084425.1 eel SLCZ20A0
GACCCAAAACTGATAGGTGATGTTCACGTAGTGGC
CATCGCCTGATAGACGGTTTTCGCCCTTTGACGTT

GGAGTCCACGTTCTTTAATAGTGACTCTGAGTAAA ..

1758 : >+ 45914 K~L
2178 LF  1I8EES




AV > Kl : Quality checkh 5trimming

Quality Check

$ fastqgc --nogroup -o DRR1234567.fastg
ANV RE BFRLCGW NRT 71 IL%

trimming

$ trim_galore --paired --illumina --fastqc -o trimmed/
v Y R% pair—end llumina7—% fastqcb®b T3 {55

DRR1234567.R1.fastq DRR1234567.R2.fastqg
WRIT7AILE - FDI WRITI7AIEG « FD2
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V> Rl : mapping/assemble
7/ L\ Dmapping

$ hisat2-build input_genome.fa genome_index <« indexfEm
$ hisat2 -x genome_index -1 pairl.fastqg -2 pair?2.fastqg

OY Y R index# XRT 71L& XRT 7412
-p 24 -S output.sam
CPU# A7 7AILE

transcript’\@mapping

$ salmon index -t transcript.fasta.gz -i index_dir
$ salmon quant -i index_dir/ -1 A -1 pairl.fastq.gz -2 pairl.fastq.gz
-p 8 -0 output/ --validateMappings -p 24 -S output.sam

de novo assemble

$ Trinity --seqType fq --left pairl.fastq --right pair2.fastqg
--max_memory 24G --CPU 16
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sam/bam7 Az —VY v

(Sequence Alignment/Map Format)

'SRR445820

CRPRAARRIA

=3

¥ FODf, YwvbEY
% bam & sam Z/\1+ VY|
(AEDEE

.39542705
'SRR445820.
'SRR445820.
'SRR445820.
'SRR445820.
'SRR445820.

29211975
7156374

22614977
19222309

32725447
43240477

— I\“

16
16

16

D4 H]

chri17
chri7
chri17
chri7
chri17

chri7
rhr17

A

1
88
138
156
185

213
221

mapa 117c

2L

(sam 72 &

“-

EJ'_L':

—\\

0

42
42
30
42

31
21

{4 /scaffold

4M1I31M *

36M
36M
36M
36M

36M
/M

map & NLIcIGPT
(g E

* % ¥ ¥ * *

AAAGCTTCTCACCCTGTTCCTGCATAGATAATTGCA
CCACGACCAACTCCCTGGGCCTGGCACCAGGGAGCT
CCAGCGAATACCTGCATCCCTAGAAGTGAAGCCACC
CCTAGAAGTGAAGCCACCGCCCAAAGACACGCCCAT
CGCCCATGTCCAGCTTAACCTGCATCCCTAGAAGTG

TAGAAGTGAAGGCACCGCCCAAAGACACGCCCATGT
AACCCACCOCCCCAAACACACCOCCCATOTOCAGCTTA

2 000000
2 000000

& — KOS

)

T DIRRIRE

9#4 ADVFE

— Y5

b
G

Lic®D

1 —45—RICETiR)

2557(+2;'1.. "+<
HEH#HH#BDB8DACCC
BBB=: ;BBEABFBFE
GGGD>DBB3D=77=<
ITTIITIIIIIIIIIHE

CGCGGGGDGGGBGAA
TTTTTTTTTITTTITTT
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Z2—RKD
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VCfT I 9 (variant call format)

N

B {K/scaffold ZTEDID reference®
2R DIFFR mE
(AEEEH)

AN

% CDBEE. ZEDIDE [FdbSNPDIDZ & L TTULNE

J—hK®D

ot




BinFEEE7/ T7— 3V

- BLASTCHEBUED & 58 F 2R

$ blastx -query Trinity.fasta -db uniprot_sprot.pep
-num_threads 8 -max_target_seqs 1 -outfmt 6 > blastx.outfmt6

TRINITY_DN15083_c2_gl_il trl10226691022669_PANGI 99.160 119 1 0 1 357 85 203 2.33e-79 242
TRINITY_DN15083_c2_gl_i2  tr|AQAO8OWZX0|AQAOBIWZXO_KALFE 92.884 267 19 0 74 874 1 207 2.20e-175
498

TRINITY_DN15083_c2_gl1_13  trlQ1KLZ3I1Q1KLZ3_9ROSI 86.364 66 9 0 95 292 1 66 6.90e-31 117
TRINITY_DN15083_c2_gl_i4  tr|I3SIWZ2II3SIWZ2_LOTJA 97.458 118 3 0 1 354 84 201 8.34e-79 238
TRINITY_DN15083_c2_gl1_i5 trlQ1KLZ31Q1KLZ3_9ROSI 95.270 148 / 0 3 446 26 173 2.31e-99 294

hmmer TR X1 Vg R

$ hmmscan --cpu 8 —-domtblout
TrinotatePFAM.out Pfam-A.hmm
transdecoder.pep > pfam.log

https://trinotate.github.10/






AOE (All of Gene Expression)

S DBCLS Research Services Contact About

gene Expression e Ao kL s 2w

BRT—55% 0T 7= YR K BN API
Jil EpEBIBRT—FS V¥V RRUAAETY 2 SRR
17,306
“ o Homo sapiens 52,665
] ;-
6,000 g 14 36" o 6‘ 4 S07 Saccharomyces
14 000 4 Drosophd Y
= A : 9
12,000 - T 11,63 - Mus musculus 39,674 -
100004 8974 .16 : .
8.000 - Mus fmusty S Arabidopsis thasana 5,088 -
6.000 5 260 @
4.000 4 3,00 L% Rattus norvegicus 3,808
2.000 - saose 1. N
13 82 = —
0 B o o T B e R S B B - - If.’ 8 Drosophila melanogaster 3,617 >
ccb Jrﬂff} (@‘(Cb ”0;00:,00; JO “/ "/ 00,0/? J/T’-” N '9 o “"o
BCH Saccharomyces cerevisiae 3,155
SQ.OC-O: &
48.0%" IS
40,000 +4 & Al Caencrhabditis elegans 1,751
35000 | B AR 7
’ - & .
20,0004 8% n Danio rerio 1,443
15,0004 &
198% 42
2, - :
0- Bl Sus scrofa 923 p o
r I ()I T <.‘> T () T T () i\ J
c0 0‘-0\0(0 O 0 0 O(OQO(O O‘O"'Oc(/ 0
O:,ODO 0$O s &09 / / { / / /)/0
BEH Bos taurus 832 ‘
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ChlP-Atlas

FTICT /LIy FUTHRIETEZ &K SIE LA b A
http://chip-atlas.org/
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http://microbedb. jp/
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‘2. DRA Handbook X

1 trace.ddbj.nig.ac.jp/dra/submission.html#DRA_ADF—4 &R

DRA ANDTF—5 &8

ERNESREVEART—IOERIEOVT

ERENSRELELTORRICHEWT DDBJ KX TEIT—IOHKXTHIBEA (HEE)
DEW - T/ —1F, BESNAIREER REe ERELSFELTWAHBBOSH
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RERI—=IT I UHEDT—9% DRA KERT B IHICBAITF—FEI—I IV AT~

IRBETT,

RATR O T—4 13 DDBJ AE#L £79, DDBJ Mass Submission System (MSS) 4%,
RER =TT SEHRNETNDT /APKBT—IYDERZERICBDET,

RFKNET T DER
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DRANDZEEx (Sample)

cee M HW- O
N FA ERILA PR
'x RAUAF 11 A~ A~ — ? — ,80‘ & =7 SCFF B | v iz Bl Z : A:
» = it a"‘ & & el A A < h
N < B |:F| U e e 2t |» = = = &= 5= == Yo 000 60 | .0 .\gf;é L:TT—'j.:'{:l::‘fllf Zc;j(o?b 'E' S - WAFHASZ
A12 - Jx
A D E F G L

1 ‘*sample_name *organism *taxonomy_id bioproject_id strain biomaterial_provider collectic
o Bmori-strainXXXwt-tissue-1 |Bombyx mori 7091 PRIDB#### XXX  Kyushu Univ/NBRP
7 Bmori-strainXXXwt-tissue-2 |Bombyx mori 7091 PRIDB#### XXX  Kyushu Univ/NBRP
4 Bmori-strainXXXwt-tissue-3 'Bombyx mori 7091 PRIDB#### XXX  Kyushu Univ/NBRP
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