


What is NCBI?

NCBI stands for National Ce
for Biotechnological
Information.

Coordinating efforts to
gather biotechnology
iInformation

" l Supports a
student, as it is
easy to access

esearchers
pret the desired data

House of Database
act as
bioinformatics tool

Allows researchers
analyze
desired data.
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What can we get from here?

Nitrogenous base pairs ; Gene and Genomics

Proteins
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Applications

Initiates
analysis and
comparison

among

various crops
and animal
models.

- Genomic data

are accessible
like base pairs,
size, proteins,
genes liable
for a particular




THE PROCEDURE IS SHOWN BELOW.
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About 10,40,00,000 results (0.56 seconds)

www.nchi.nlm.nih.gov »

National Center for Biotechnology Information National Center for <
Welcome to NCBI. The National Center for Biotechnology Information advances science and Biotechnology

health by providing access to biomedical and genomic information. .
You've visited this page many times. Last visit: 14/10/20 Informatlon

Company

PubMed Nucleotide
PubMed® comprises more than 30 The Nucleotide database is a o ncbinkm.nih.gov
million citations for biomedical .. collection of sequences from ... S
Gene All Resources The National Center for Biotechnology Information is part of the
RefSeqGene - Genome The NIH genetic sequence United States National Library of Medicine, a branch of the National
Workbench - Statistics - ... database. an annotated . Institutes of Health. The NCBI is located in Bethesda, Maryland and
was founded in 1988 through legislation sponsored by Senator
BLAST National Center for ... Claude Pepper. Wikipedia
The Basic Local Ahgnrr.lenl Search True National Center for. s st Poppet
Tool (BLAST) finds regions of ... Biotechnology Information ..
: Founded: 4 November 1968
More results from nih.gov »

Headquarters location: Bethesda, Maryland, United States

Parent organization: National Library of Medicine
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National Center for
Biotechnology Information

COVID-19 is an emerging, rapidly evolving situation.
Get the latest public health information from CDC: hitps:/www coronavirus gov .

Get the latest research from NIH: hitps://www nih.gov/coronavirus.
Find NCBI SARS-CoV-2 literature, sequence, and clinical content: https:| .ncbi.nlm.nih. gov/sars-cov-2/.

NCEI Home ~ Welcome to NCBI Popular Resources
Resource List (A-Z) The National Center for Biotechnology Information advances science and health by providing access to Pubhed
e biomedical and genomic information. Bookshelf
Chemicals & Bioassays About the NCBI | Mission | Organization | NCBI News & Blog PubMed Central
Data & Software L
DNA & RNA Submit Download Learn NurloRde
Domains & Structures Deposit data or manuscripts Transfer NCBI data to your Find help documents, attend a Gl
Geries & Expission into NCBI databases computer class or watch a tutorial SNP
: = S
Genetics & Medicine _ —1 ) i
Genomes & Maps ,t IL ri BUbChem
Homology
Literature
Progins NCBI News & Blog
B e, U Develop Analyze Research ?;Qﬁl;i‘";ﬂﬁ;‘i’efif;‘?ﬁnii’iﬂd better
L8 Use NCBI APIs and code Identify an NCBI tool for your Explore NCBI research and resuts B

Enter nucleotide in the pop up box and search for a organism.
Here I’ve taken Rice.




EST (1,277,677)
(GSS (822.600)

Geneatic
compartments
Chloroplast (3,011)
Mitachondrion (272)
Plasmid (152)
Plastid (3,045)

Sequence length
Custom range. .

Release date
Custom range...

Revision date
Custom range...

Clear all

Show additional filters

8 ncbinlim.nihgov/nuccore/?tarm=0ryza+sativa

ltems: 1 to 20 of 2909523

Page [1_| of 145477 Mewt» | Last==

() Triticum aestivum chromosome 3B, genomic scaffold,_cultivar Chinese Spring

1. 774,434,471 bp linear DNA
Accession: HGET0306.1 Gl 669026534
BioProject Protein  PubMed Taxonomy
GenBank FASTA Graphics

[ Digitaria exilis annotation

2. 48169323 bp linear DNA
Accession: LR7928371 Gl 1833616914
BioProject Protein  Taxonormy
GenBank FASTA Graphics

[J Oryza sativa Japonica Group genomic DNA, chromosome 1, complete sequence

3. 43,342,410 bp linear DNA
Accession: BADDDD10.8 Gl 55417890
Assembly BioProject Protein  PuoMed  Taxonomy
GenBank FASTA Graphics

(1 Digitaria exilis annotation

4 52 445 811 bp linear DNA
Accession: LRV92836.1 Gl 1833611964
BioProject FProtein  Taxonomy
GenBank FASTA Graphics

(1 Digitaria exilis annotation

5.

Enter on the FASTA sequence of Oryza sativa japonica group.

38,778,756 bp linear DNA

Accession: LR792829.1 Gl 1833595496
BioProject Protein  Taxonomy

GenBank FASTA Graphics

"Oryza sstiva"[Organizm] OR Oryza
sativa[All Fields]

A

| Search | See more...

Recent activity =
Turn Off Clear

Q, Oryza sativa (2909523)

Mucleatide

rics (5477782)

Mucleotide

Oryza sativa cultivar 9311 chromosome 1,
whole genome shotgun sequence  nuckesiice

ASM1463603v1 - Genome - Assembly -
MNCEI Assambly

W W W O

Oryza sativa cultivar 9311 chromosome 12,
wholz genome shotgun sequence  Muclsoiide

See more...




- 8 ncbinim.nih.gov/nuccore/BAQG0O010.87 report=fasta N

&= NCBI Resources ¥ How To &) Sign in to NCBI

Nucleotide Nucleotide v ||  search

Advanced

COVID-19 is an emerging, rapidly evolving situation.
Get the latest public health information from CDC: hitps:/Awww.coronavirus.gov .
Get the latest research from NIH: https:fwww.nih.govicoronavirus.
Find NCEI SARS-CoV-2 literature, seqguence, and clinical content: hifps . nebi.nim. nih.govisars-cov-2/.

Send to; =

FASTA = .
Change region shown =

Oryza sativa Japonica Group genomic DNA, chromosome 1, complete sequence

GenBank BAOOD010.8
GenBank Graphics

Customize view =

»BA®00912.8 Oryza sativa Jsponica Group genomic DMA, chromoseme 1, complete sequence Analyze this sequence
ACGACGCAGCTATGGCCTCCCCaCOCACCAGGCCGOCAGCCACAACCAGCTGAC TAGOTAGECT TCCTAG
TAGGOATCCCATCOCCTTCGAT TCOCTACTCCCTCOCCCGATTGATT TGATTTGATTTGATTTAATTCGA
TGCCTGCTT TTCAGATCGCATGCATCATCAGAT T TCAATCTCOCTTCETTCCCTAGTCCCTAATCCAATA
CAATAGOGAGCAAT CAGCTGC TCCTCGACGOLOAGGRAGATGTCGTCOGCCGIGGLCCAAGACAACGRA
ATACCGCTOEERACTACATCAAGT GEATAGTOGCGEOGCCEETEECCGTECGAGCAGIGCCATGOCCAACT
CCAGCGOGGECGTTGECTCCCTCGTCCGTGACATTGGCGACCCCTGCCTCAACCCATCCCCCGTTAAGGT

Run BLAST

CGCCTACTCCTACTCTAGC TCCATAT GGATATGEAT TCGATTAGCTGTCTACATTCTATGCCATCAATT Related information =
GTTTTCCATCACTTCTCATTATACAT CTCCATTECTCTCTAARTTAAGGCTTCTCTAGCTCTATCCTAT Assembly
A TATATACTAGTACTCCGTATATGATTCTGCTTCATCACTTATTTATTCATCATCATACCETGAAGC TGT
ATAMGTCCTGTTATTTGTCATTTGGCATATGTTGTATAGATAACACTTTCAGCCCAGGGACTTTCTATTG BioProject
CACTTTTATACATATACAATCAACAT TTAGCATATGTATATCCTGTACCGCTCAGTTGTACTGCTGCTT
BAAGATAATGTTTECASAACATATGAGCTCACAC ACGAGEC TAGATGC TGCATAGGCTGCACAATGEGE Protein
AGCCATTTTGATACTTCTTAATGCTATTTATGC TGGTCCAAATGTTCATTGGTAGECTCAGGCAGAGAR
TTTAGGEAGATATTATGTCAACTCCCTGEATTCACTATGATTATACAATATTACCCATTCAATCCATT PubMed
ARATAAATTTCCAGGTCAAC TCACATATTGTAC TAAAAGAAGAC TAATTTGCACTAATCATATCCTTTT Tanonomy
ATCCACCAGAGTATATGAGATTGTCTTCTATATGCAATTTACTTCATATCGACATTTTTCTGCAGAATTG
ARAACTEACGCCTTATTTTCCATCTEGANTTGTECAGEGEAGCAAAATGCTCAAACCGGAAAANTGECA Companents [Core)

“ng Large SegJencze: 1 47TMB

Sequences are copied and entered for BLAST.
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= (¢ @ blast.nchinim.nih.gov/Blast.cgi?PAGE=Nucleotides&PROGRAM =blastn&QUERY=BA000010.8&DATABASE=nr&MEGABLAST=0on&BLAST_PROGRAMS=megaBlast&LINK_LOC=nucc... ¥¢ ﬁ H

M) U.5. National Library of Medicine NCBI National Center for Biotechnology Information Signin to NCBI

BLAST . » blastn suite Home  RecentResults  Saved Strategies  Help

COVID-19 is an emerging, rapidly evolving situation.
Get the latest public health information from CDC: hitps:/fwww. coronavirus gov .
o Get the latest research from NIH: htips:/fwww.nih.gov/coronavirus.
Find NCBI SARS-CoV-2 literature, seguence, and clinical content: https:/iwww.ncbi.nlm. nih.govisars-cov-2/.

Standard Nucleotide BLAST

hlastni blastp | blastx | thlastn | tblasix |
Pl ot e i

Enter Query Sequence

BLASTN programs search nucleotide databazes using a nucleotide guery. more... (Reset page) (Eookmark)

e
Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &

TAGCCATTTTGATACTTCTTAATGCTATTTATGCTGETCCARATATTCATTEETAGLCTCAGRLAGAGAS r
TTTTAGGEAGATATTATGTCAAACTCCCTGGATTCACTATGATTATACAATATTACCCATTCAATCCATT rom \:\ BLAST has New Default

CAAATAAATTTCCAGGT CAACTCACATATTGTACTGAAAGAAGACTAATTTGCACTAATCATATCCTTTT

ATCCACCAGAGTATATGAGATTGTCTTCTATATECAATTTACTTCATATCGACATTTITCTGCAGRATTG To \:\ Parameters and Search Limits. -—m,

CAAAACTEACGCCTTGTTTTCCATCTGEAAT TETGCAGGEGAGCAAMATGLTCARACCEEAAMAATEECA

Click here for more info.

H
or, uploaa e | Choose File | No file chosen (7]
Job Title | I

Entgf a descriptive title for your BLAST search @

(L] Align two or more sffquences &)

Program Seleclon

Otmizefor

simlr sequences (magadlast

 Jfve s sequences dsconiquous megale)
) Semeuihat sl sequences (Besh)

(haose 3 BLAST alguom

Sefieh database Nucleotide collcton ) using Megablast Optimiz fo highly smilar sequences| BLAST

o resuls in  new window

(oot gaamets

Nucleotide sequences are pasted and then run for

'(wt.
s S
2N )
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< X @ blastnchinim.nih.gov/Blast.cgi W @ :

M) U S. National Library of Medicine NCBI National Center for Biotechnology Information Sign in to NCBI

BLAST . » blastn suite » RID-SUFXEUDS016 Home  RecentResults  Saved Strategies  Help

Format Request Status
[Eormatting options]

Job Title: Nucleotide Sequence

Request ID SUFXEUDS016

Status Searching

Submitted at Mon Oct 19 03:26:36 2020
Current time Mon Oct 19 03:26:41 2020
Time since submission 00:00:02

This page will be automatically updated in 2 seconds

BLAST is a registered trademark of the National Library of Medicine Supportcenter  Mailinglist
[
NCBI — e e
) ) ; ) i - NATTONAL ) ] '/@. Uh.f\.gov
National Center for Biotechnofogy Information, U.S. National Library of Medicine | xlilf-l-ti‘ﬁu'\ﬁ? -\,? ------ Wdte

8600 Rockville Pike, Bethesda MD, 20894 USA

Policies and Guidelines | Contact

COVID-19 is an emerging, rapidly evalving situation.
- Get the latest public health information from CDC: hitps:/fwwwi.coronavirus gov %
hittps://www.nim.nihgov | : . »

Running status.
T —————
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Matioral Center for BEotechrology |rformreertion
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BLAST * = blastn subte = resutts for RID-SUFXEUDSH1E Home RecemtResutts Sewed Strategies Help

< Edrt S=arch Save Ssarch Search Summaery ~ B Hovwr to reac this repoet? R BLAST Heip Wideos Back o Traditiomal Resusts Peg=
Job TitLe Mucleotide Sequence Filver Results
RID SURNEUDSONE Searhesmies on DA 16 am Dowhilosd Sl -
Program BLASTH B  Chation ~ Organksin  soly pop 20 will appeor || esclugs
atabase e See astalls w | TYPE COIMETET name, bincemilal, taxkd or group name |
Query 1D Icl|Quary_23925 =+ 204d crganism
Drecor iption gy =

Molecule type dna
L = | | o | [ =] |

Query Length 1190

Other reports Cistance tree of results  MSaviewer i@ m
Graphlc Summany Allgnmertts Taomsarmy

Sequences producing significant alignments Drovmmitoad Manage Columns ~ Show [ 100 ~ | &

sedact all 35 s=quenres sebecred’ GenBlank Graphnics Distancetres of resubts
T T

s 1 3;‘?.: E.-;:Jh E‘_-;fn:. u.-i.—-
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E PRECAC 3 Solied dardrers B Sl 5 prodndn 1 e IaH 12, i, =0 Zo-13&
ﬁ Crya o wmdires e Fouis LN, crnees: SATTSESSP0RG, BF mhar] Seosfoearod sET 3T D132
E PRETCITCTE T Toyrea oench yana smas G aeness - Soeea i no measlaior 1-bkes {LEC ToiaesS4E ), rarmasrisd warionl W8 s 254 15 la-E2
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E PRECAC TELC: Sariaria Wi ¢ 5 Fos |LOC T TESSANES | o ol e Lo 20 1% T EH
a PRENICTHD ‘& R ele -] S (LG 1TTEESENS] ranars ot e =0 e 117 =]
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E PRECACTELY Saiavia Nmsca 2 =0 1% S
E PRENCTED: Saia [r- e 2INF 20 L Hioe-=EH
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Result shows the similar
sequences




- — C & ncbinim.nihgov/nucleotide/AP014957.12report=genbank&log$=nucltop&blast_rank=18&RID=SUFXEUDS016

source

1..43278923

forganism="Oryza sativa Japonica Group"

fmol_type="genomic DHA"

/cultivar="Nipponbare"

/db_xref="taxon:39247"

/chromosome="1"

3449, .18297

/gene="0s@1galeal00"

/locus_tag="0SNPB_0101@2108"

join(3449..3616,4357. .4455,5457..5560,7136..7344,

Be28..8150,8232. .8320,84058. . 8608,9218. .9615,10182. . 18187,

108274..18297)

/gene="0=81gd100108"

/locus_tag="0SNFB_8lalaaloa”

/note="0s01t@129106-01: RabGAP/TBC domain contalning

protein.”

/codon_start=1

/protein_id="BAS63988.1"
ranslation="M55AAGQDNGDTAGDYIKWMCGAGGRAGGAMANL QRGVGSLYRD

TGDPCLNPSPVKGSKMLKPEKWHTCFDNDGKVIGFRKALKF IVLGGVDPTIRAEVWEF

LLGCYALSSTSEYRRELRAVRREKYQILVRQCQSMHPSIGTGELAYAVGSKLMDVRTM

SKETHIAEEVSTSQQTSONTAGSLVEDSDYGPGGAQQSOKRESCSKSAELVGFNVHND

TSLYDSSNFIVSSTEVNNCSKDSQDYNDMGEPRYDTETFODYPSLPVTNFFSTDGVGS

NGVDKNHCSFSVPEDRLRHRDERMHEFQINNNIDLIIESNSCSSDVFRASNEDSATFH

SDAYKQDRWLDDNGYNREVIDS! RISDAPEADFVDGTKSNSVVASKDRYVSEWLIWTLHR

TVWVOVVRTDSHLCFYGESRNMARMSDT LAVYARVDP STGYCQGMSD LLSPFVVLYEDD

ADAFWCF EMLLRRMRENFQMEGPTAVHKQLQALWKIMEITDVEL FEHLSTIGAESLHF

AFRMLLVLFRRELSFEESL SMWEMMWAADFMEDVILHLEENCLEPL LVDMRNDLSCEV

KEEHRVNSYTRRKSKSRKPHHRNGEMRVACH LGMKPNTRNP LCGLSGAT IMARHQOMP

HISTNVLAKNGDCDLPIFCVAAT L VIHRHKI TRETRSIDDATKMFNDNHLETHVERCY

RMAIKLRKKYTYKLLKGGSE™

complement(11372..>12254)

/zenz="0s01gE108320"

flocus_tag="CSHNPE_B101@0308"

complement(join(11372..12042 12146, ,512284) )

/zene="0sp1gE188360"

/locus_tag="CSHPE_018128300"

/note="0s011€166380-06: CyTochrome P45@ domain cantaining

protein.

|dentical RefSeq

PubMed (Weighted)
LinkQut to external resources =
reagents

[ExactAntigen/Labome]
reagents

[ExactAntigen/Labome]
reagents

[ExactAntigen/Labome]
Recent activity —

Turn OFf Clear

Oryza sativa Japonica Group DNA,
chromosome 1, cultivar: Nipponbare Nucleotide

B
Q, Oryza sativa (2909523)
Q

Nuclzatide
rice (5477782}
Nucleatide
B Oryza sativa cuftivar 9311 chromoscme 1,
wholz genome shotgun sequence  Mudestics
B ASM1463503v1 - Genome - Assembly -
NCEI Assembly
See more...

" Downloading Large Sequence: 2.35MB

" pause || 3 Cancel '

Translated sequence are shown on entering the accession. )
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@ blast.nchi.nim.nih.gov/Blast.cgi

Descriptions Graphic Summary Alignments Taxonomy

Alignmentview| Pairwise

39 sequences selected 9

& Download v

GenBank Graphics

QOryza sativa Japonica Group DNA, chromosome 1, cultivar: Nipponbare, complete sequence

Sequence ID: AP014957.1 Length: 43270923 Number of Matches: 1

Range 1: 3199 to 4388 GenBank Graphics

v | D CDS feature @

Score Expect  Identities Gaps Strand
2198 bits(1190) 0.0 11590/1190(100%) 0/1190(0%) Plus/Plus
Query 1 CCAGGCCGCCAGCCACAACCAGCTGACTAGGTA 60
I|||HIIIIIIIIHIIIIIIIHI||||||I||I||I||I||I|||||||||I||I||
Sbjet 3199 ACCAGGCCGCCAGCCACAACCAGCTGACTAGGTA 3258
S e e
Sbjct 3259 GGCTTCCTAGGTAGGGATCCCATCCCTTCGATTCCCTACTCCCTCCCCCGATTGATTTGA 3318
o e o i .
Sbjct 3319 TTTGATTTGATTTAATTCGATTGCCTGCTTTTCAGGTCGCATGCATCATCAGATTTCAAT 3378
Query 181 CCTGTCCCTAATCCAATACCAATAGGGAGCAATCAGCTGCTCCTCGAC 248
I|||HIIIIIIIIHIIIIIIIHI||||||I||I||I||I||I|||||||||I||I||
Sbjct 3379 TCCCTGTCCCTAATCCAATACCAATAGGGAGCAATCAGCTGCTCCTCGAC 3438
Query 241  GGCGAGGGAGATGTCATCGGCCGCGGACCAAGACAACGGAGATACCGCTGGGGACTACAT 360

Sbjct 3439 GGCGAGGGAGATGTCGTCGRLCGCGGGCCAAGACAACGLAGATACCGCTGGGGACTACAT 3498

Download v

¥ Next

Related Information
Genome Data Viewer - aligned
genomic context

= Feedback |f

Alignment shows the score, identities and gaps for every

respective similar species.

igu;}
X
7

Ao
R IR
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C & blastncbinim.nih.gov/Blastcgi ¥

Descriptions Graphic Summary Alignments Taxonomy

< hover to see the title W click to show alignments Alignment Scores <40 [40-50 [gs50-80 |[e0-200 =200 @

39 sequences selected i
Distribution of the top 44 Blast Hits on 39 subject sequences

—
rJ
(=]
[=]
By
o
[=]

£00 800 1000

WOoODO Qo

Graphic summary
T —




c # blast.ncbinim.nih.gov/Blast.cqi

Taxonomy

Descriptions Graphic summary Alignments
Reports EELLELG Organism Taxonomy
39sequences selected @
Qrganism Blast Name Score Number of Hits Description
Eukaryota eukaryotes 39
- Mesangiospermae flowering plants 30
- . Poaceae monocots 29
. . BOP clade monocots i
« « Oryza monocots 10
----- Oryza sativa monocots 7
...... Oryza sativa Japonica Group ~ monocots 2193 5 QOryza sativa Japonica Group hits
...... Qryza sativa Indica Group monocots 2198 2 Qryza sativa Indica Group hits
..... Oryza brachyantha monocots 254 3 Oryza brachyantha hits
. - Phyllostachys edulis monacats 185 1 Phyllostacays edulis hits
. Setaria viridis monacots 202 6 Setar a virdis hits
. Setaria italica monocots 200 5 Selar a italica hils
. Panizum halli monocols 189 3 Panicum hallii hits
. Digilaia exilis monocots 100 4 Digitaria xilis hits
. . Gossypium raimondii eudicots 584 1 Gossypium raimendi hits
. Mglerias rabens starfish 565 1 Asterias rubans hits
. Dania kyathit bony fishes 565 2 Danic kyathit hits
‘ . Larimichthys crocea bony fishes 547 1 Larimichthys crocea hits
. Sulerulinia sclerolioum 1980 UF-T0 AsComycetes 547 1 Sclerotinia sclerotiorum 1980 UT-70 hils

CENTURION
UNIVERSITY




C & ncbinim.nih.gov/blast/treeview/treeView.cqi?request=pagediblastRID=SUFXEUDS016&querylD=Icl|Query_23925&entrezLim=8lex=8lex|=8iexh=&ns=1008screenWidth=136685... ¢ @ :

Blast Tree View

This tree was produced using BLAST pairwise alignments. more...

Recent Results  Saved Strategies — Help

&

Hide legend

Label color map

| |[query

Reset Tree
BLAST RID SUFXEUDS016 Query ID lcl|Query 23925 Database nt
Tree method Max 5eq Difference Sequence Label
| Fast Minimum Evolution v| & [0.75 v|®&  |Sequence Title (if avaliv |
Mouse over an internal node for a subtree or alignment. Click on tree lzbel to s2lect sequence to download
@ vFall - T FIEEY YE Rrods - | @uoead | 2 7 -
PREDICTED: Oryza brachyantha small G protein signaling modulator 1-like (LOC102699346), transcript variant X3, mRNA
A PREDICTED: Oryza brachyantha small G protein signaling modulator 1-like (LOCIN2699346), transcript variant X2, mRNA
PREDICTED: Oryza brachyantha small G protein signaling modulator 1-like (LOC102699346), transeript variant X1, mRNA
Setaria viridis cultivar MEO34v chromosome 3
W monocots | 3 leaves
?PREDICTED! Setaria viridis small G protein signaling modulator 1-like (LOCLITE55408), transcript variant X1, mRNA
PREDICTED: Setaria italica small G protein signaling modulator 1 (LOCI01T86736), transcript variant X4, mRNA
WPREDICTED: Setaria italica small G protein signaling modulator 1 (LOC101786736), transcript variant X3, mRNA
i@ PREDICTED: Setaria italica small G protein signaling modulator 1 (LOCI01T86736), transcript variant X2, mRNA

< PREDICTED: Setaria italica small G protein signaling modulator 1 (LOCI01786736), transcript variant X1, mRNA
PREDICTED: Setaria viridis small G protein signaling modulator 1-like (LOC1IT855408), transcript variant X5, mRNA
YPREDICTED: Setaria italica small G protein signaling modulator 1 (LOCIGITS6736), transcript variant X3, mRNA
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* Phyllostachys edulis cDNA clone: bphyl56b18, full insert sequence
9 & Oryza sativa Indica Group cultivar Shuhuid98 chromosome | sequence
E PREDICTED: Oryza sativa Japonica Group small G protein signaling modulator 1 (LOC4326813). mRNA
Oryza sativa Japonica Group cDNA, clone: JOTS199P03, full insert sequence
Il Query 23925
1 Oryza sativa Japonica Group DNA, chromosome 1, cultivar: Nipponbare, coniplete sequence
Oryza sativa Indica Group cultivar RP Bio-226 chiromosome [ sequence
“0rvza sativa Juponica Group genomic DNA, chromosome 1, fosmid clone:OSINOa264G09
9 Oryza sativa Japonica Group genomic DNA, chromosome 1, PAC clone: POAT2D0S
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