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1. System overview

DAIZUbase is a unified soybean genome database with 2 map browsers and 1 gene viewer.

* UnifiedMap : physical map and genetic linkage map with BAC contig, and BAC—ends for each chromosome.

* GBrowse : genome annotation viewer based on GBrowse developed by GMOD.
* GeneViewer : gene mformatlon viewer based on the gene viewer of RiceGAAS/KAIKOGAAS.
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2. Top page

The top page provides access to soybean genome (Williams82, ENREI) information.

1) Keyword Search: Input a keyword and choose from “Search Field”, “Search Chromosome”, and “Search Data Set” to delimit the search.
The data sets include genes, FLcDNAs, markers, BAC ends, and BAC clones.

2) Sequence Search: Using the BLAST system with Glycine max (Williams82) and ENREI BACend sequence as a reference
database. Nucleotide or amino acid sequence can be used as query. Upon clicking the “BLAST” link, a query input page is opened.
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3. Browsers and viewer
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3.2 GBrowse
3.3 GeneViewer



3.1 UnifiedMap

[Objective]

- linkage map and physical map showing Williams82 scaffolds, BAC contigs, BAC ends, and markers for each chromosome.

[Link]

- Choose designated region on the physical map and link to GBrowse or get to sequence.

- Choose designated region on the linkage map. A red arrow appears on right side if marker information is available.

Specify the region in the
linkage map by moving

the red frame.

Specify the
region in the
physical map
by moving the
blue frame.

1. Select a chromosome
2. Specify the zooming level.
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3.2 GBrowse

[Objective]
- Genome annotation viewer with a graphical representation of a section of a genome. GBrowse_details

[Link]
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3.3 GeneViewer

[Objective]
- Gene information viewer, showing the detailed information of the gene model.

[Link]

- “Search Results” links to results of homology search using BLASTn, BLASTp, HMMER and ProfileScan with corresponding alignments
of the sequence.

- “Analysis of amino acid sequences” links to PSORT, SOSUI, MOTIF and Gene ontology (InterProScan).

- “Sequence” links to the nucleotide sequence, spliced nucleotide sequence and translated protein sequence of the predicted gene.

()]

06 Show Predicted Gene
[¢]

:

+ ‘ € http: //daizu.dna.affrc.go.jp/cgi-bin/daizu_geneviewer.pl?seq_id=Glyma01g00220.1~ Q-

Gene No. : Glyma01g00220.1

Result of domain search against Pfam database.
Genone Sequence cDNA Sequence [Size= 1326¢kp)]
31690 33522

Location Detailed information of the predicted gene including chromosome number,
Chromosome _|[Glyma0lg clone name, position of exons and GC content.
Clone Name  ||Glyma01g00220.1
Position 31690..32043 , 32173..32407 ., 32554..32819 , 32928..32929 . 32969..33104 , 33190..33522,
Direction +
(C+GY% Content|[41.22 %
Search Results (A1l Results of homology search using BLASTn (top 3 ESTs),

cd sults [A]:Alignment . . . .

el |:> BLASTDp (top 10 proteins), HMMER and ProfileScan with the corresponding

fdbng N0 H alignments of the sequence.
l%%;—:ﬁ lemb | CAN61586.1| hypothetical protein [Vitis vinifera] 192 Je-47 2]
bty [No result HMMER
m 12.791 524 pos. 277 - 441 pS50878|RT_POL Reverse transcriptase (RT) cat [A]
Display the results of queries to amino acid analysis server/site

?r;g(l)}lfgls of Amino Acid Sequence such as PSORT, SOSUI,
o SOSUI MOTIF and Gene ontology (InterProScan).
@ MOTIE
Sequence Links to the nucleotide sequence, spliced nucleotide sequence and
:.\Iuclmtidc Sequence translated protein sequence of the predicted gene.

Spliced Nucleotide Sequence
@ Translated Protein Sequence




4. Keyword search and sequence search

4.1 An example of keyword search
4.2 An example of sequence search



4.1 An example of keywrd search
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DAIZUbase is an integrated soybean genome database and data mining tool, consists of 2 map
browsers, a gene viewer, and BLAST search system. more...

Keyword Search

Keyword Search
- enter a keyword and choose from several parameters to delimit the search.

Enter “00230” in query box . Keyword: '
Choose ID from pull-down menu = 00230 Search Field [ 1o )
“ » ~ Position:
Choose "Gm5 ~ chromosome (or scaffold) " Gmos B

Data Set:

Click “GI 1 tation” I marker IBAC_contig BAC_end

Ic ymat annotation ~  ®Glyma1l annotation ) Glyma1 TE annotation FLcDNA

Click “Search” button. . (search)  (reset)

Result of keyword search JAIZLU

HOME GBrowse UnifiedMap ~BLAST \/
Keyword search result .

Number of hit : 1 Download as an Excel file

Data ID Accession number | Data type Position Description Link
GBrowse

—_—

Glyma05g00230.1 mRNA:Glymal | GmOS : 42358 - 42873 (strand : +)




4.2 An example of sequence search s s e —
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HOME GBrowse UnifiedMap ~ BLAST

Thanks!
Now your search request is accepted.

progran slasts
Data Library  Gmax_scaff
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Alignments 100
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TIATACCAGT CAGAGGAGAR GTGTTTIGTG GTGAARTTAC TTTGGAAGAA
ATTGGGCTTT TITAATATCG TGAGGGAGAA TTTGCAATCT ATTTGGAAAT
TAGAAGATGA TTTIGAGTTG ATAARTGTTG TAAAGGGARA TTTTGTGGTT

AGTCTTGATG TIGAGGCTAR TCGGGAGAAA GTTATTAATG AGGRACCTTG
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R —
and Williams82 Program:

DataLib:
Your Query Comment:

GAGATTGATC TTATGITACT ACTTGAAAAA TTTTGITTIAA ATGAGAGTEC
( - -
Blastn -~ [Query] Nucleotide [DB] Nucleotide CTATANTGTG GACTGCGAAG GAITTACRCT T

"

Williams82 Scaffold (Glymal)

check folloving URL.
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ENREI BAC end I8 you have any crouble with this server, plesse let us know.

Your Query:

Upload

H 2
query sequence file or Upload File with FASTA Format Queries: v
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Result of sequence search
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