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I b¥ b (Solanum Iycopersicum L.)

<#%'.J LAR# (Genome information)>

FAHFARO—FE40N. 7Y TFARRRN—ORET, A+ THRELEENE, RAD

BRIZEVY, BRTRARESIFRIEZNAOEZ. 1BEIELRTSS. BFICITRARMGIC

FAUADSBAEN/-HEE AR 'Ponderosa’ ME<MEENA LI TV, FREBLY R
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(1) HAEAMMEA (FAM 20025 HEA MNRER)

(2) MMWElSHR (REM 20058 BFWEESN)

(3) MM KERMMRE IFRAFESTR, NUFRSOEMCER, RERRTHTE)

(4) The Tomato Genome Consortium (2012) The tomato genome sequence provides insights

Into fleshy fruit evolution. Nature 485(7400).635-41. doi: 10.1038/nature11118.
BN A 2013-08-23
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4/ At A X (Genome size)(Mb) o _ ’
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(Common name)| k¥ | (Tomato) ( % %}E ﬁj\ i'
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Plant Genome DataBase Japan G

RRAT
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PGDBj &3

Contents

> Cross search
> Ortholog DB
> Maps & Markers

| > Registered plant list

* Resources

About PGDBj

» Home
» Qutline
» News

¥ Links

Contact us

» Contact us

éBD%

National Bicscience Database Centar

| News | Contactus !l ® |52

Resources

Home » Maps & Markers

E Basic concepts of the DNA marker and linkage map database

Integration of plant genome DBs with DNA marker and linkage map information

DMNA markers and genetic linkage maps are prerequisite tools for performing
molecular genetic studies of plants. Particularly in crops, many types of DNA
markers have been developed and utilized for constructing linkage maps.
Such information is useful for mapping the position of loci of agronomic
importance onto chromosomes, and is often quantitative, rather than
qualitative.

Sequence-tagged DNA markers provide opportunities to perform intra- or
inter-species comparisons of genome structure. Due to recent technical
advances, large numbers of DNA markers can be developed cost-effectively,
regardless of plant species, making it possible to perform genome
comparisons between different species with high accuracy. We therefore
chose to use DNA markers for the purpose of plant genome DB integration.

Acceleration of breeding process by utilizing
genome comparison and similarity

Click to view larger image.

DMNA marker and linkage map databases for model plants (e.g. Arabidopsis,
rice and several major crop species) have been generated both in Japan and
abroad. However, for other plant species, such information is only available
through the published literature. One of our major objectives is to curate DNA
marker and quantitative trait loci (QTL) information from the literature and to
make it available through our database. A future goal is to integrate the
curated information with our ortholog DB and ‘omics’ data.

A Top
Back
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"ammonium transporter" - PGDB; HEH#fR%

MERR: 191681 1-10 %% («[<]  1/[>][»

F—J—F : ammonium transporter / BEREE: | JBf0 | / F#FM: ammonium transporter: ammonium transporter | B |

[ s v—=2 ] Homologs of AT2G38290.1
WETFETILAT2G38290.1/ 474977 protein coding

BEFHE ammonium transporter 2

o F D O G ARV R

Bl [agi_gene_model_id] AT2G38290.1 [molecular_type] protein_coding [sources] A. thaliana, T. haloph, pds17187, pds22702,
pds18539 [short_description] ammonium transporter 2 [curator_summary] encodes a high-affinity ammoniulation,
respectively. [computaticnal_description] ammenium transporter 2 (AMTZ2); FUNCTIONS IN: ammaonium transmembrane
traING: 13 growth stages; CONTAINS InterPro DOMAIN/s: Ammonium transporter (InterPro:IPRO01905), Blood group
Rhesus C/E/D polypeptide (InterPro:IPRO0D2229), Ammonium transporter, conserved site (InterPro:IPRO18047); BEST

Arabido

BRERERD

"‘&: L) 5&3’*7'_:9 ‘> WEFTHE  ammonium .transpc-rterz
RFRERIIDBA . @gvnw‘mmm

[ #m8pv—=x ] Homologs of AT2G38290.2
BEFEFIL AT2G38290.2/ #F57 protein coding
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EHRO—L - T—ER—ZADERE] &DEE

Bl - LA o TRl o AR
::ﬂm

| -0 R+XF (Arabidopsis thallana {L.) Heynh.)

FISFRLOL AT FRO—ELNE, PEP, D0/, FIUKDENS SN
I HELTHY, BETEMERTES, MR, UL o F 28,
ENERTEE. ERERADIL T T S SRS, 2RSS mRE s L
T MASAT &R, ERLOEEN Y — 2 FLILEST, N0ECRY S LFRREN
fon SO0 Rk BRI £ A SN TS DR EOEEEL . N, A
LA A T B0, Mok (RO, e SNV ES, BN
CREHEEL S GRRETLAGE S, OB ) 2 SARRO R
BlLTEE,

SRR

(1) e S SRR (WEE JO0SE WS )

{2) Arabidogdis Genome Inkiatve (2000] Analyss of the Genome seqiends af the
flawering plaeit Arabicoasis thailana, Nature 40B{6E14):796-815 PMIC: 11130711
{3) Larnesch P et al. (2012) The Arabidopsis Information Ressurce [TAIR): improved
gine NAoLEEN And few DAl Nudisie Acds Reseansh 40:01202-10.

PMID: 221401008

R 20000809
<E WA (Organism information)>
Taxamemny 10 372
BE [Farmily) FIS+H (Brassicacess)
ME (Genus) Arabidapaia
B (Species)  |thalians
—E
(Coamman nnme|d O T+ T (Thals crs, i cuse-see drsss)
Synionym
Links MCBI: Tasnoamy browser - Arabidopsis thafans, DRCl: Arabidopsis Gans [ndes
Lluh= T |l |
BRERH: L5085
<4 0 5 AR {Genome Irformakion >
HEPEil {Chromasome number) 2n=10
A A It X [Ganome sineh{HB) 120
A A LOWIE(EE) (Year) 2000

Ty 2o 3o oSNNI [ Beaquencing method) Bamger (Clome-based)

PGDBJ0)$|E5FNEE¥%H1’\°— b=
CHEMFHRFOEB L) VY 7B

Cﬁ‘:é&#fé%'l‘%#lb

KNApSAcK: #BH{EYMT—
MassBase: BEHHT— ’5'

CEEEMERHR
KNApSACK: A IEMT—4
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