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Silkworm Genome Annotation Database 1.0b1
About this Database

Silkworm Genome Annotation Database provides comprehensive genomic annotation information for silkworm,
Bombyx mori. This website was established as part of the "Silkworm Genome Annnotation Project”, and maintained at
the Insect Genome Research Unit, National Institute of Agrobiological Sciences (NIAS). The goal of the project is to
identify the function of all silkworm genes. To assist manual annotation, this website provides "Manual Annotation Editor’
the Web-based tool developed for efficient manual annotation.

This database is still in the experimental stage.
News

« silkworm Genome Annotation Database 1.0b1 is now available | 05 Nov 2010 [New!]
“The main changed feaitrres in version 1.0bL since version 20101008
« Added the following three search methods

« Search by developmental stage or organtissue: this method retrives allloci inclucing one or more.
sequences derived from the specified developmental stage of orgamtissue.

« Search by User ID: this smethod retrives all foci owned by the specified user-ID.

« Search by Homology: this search method retrives al loci whose representative suquence matches
with the given sequence by BLAST search

« Editing annotation information of a locus is now restricted only to the owner of the locus.

« Updated the interface of the edit dialog (please refer to documentation for detailed information of the dialog).

« Added locational information (start/end point) of the chromosome and Supercotig to the search result table.

« Detailed information of locus can now be opened only by double clicking a row in a search result table
(Previously, two actions (tight-clicking a row and clicking a context menu) were required.)

« The loci of class 1, 2 and 3 have been reallocated to groups. Now 100*(the number of person in the group)
loci are allocated to each group.

« Other minor updates and fixes.
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Silkworm Genome Annotation Editor
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Locus-D Supercontig || Developmental stage or organttissue | Keyword | Position
UserID | Homology

Search by chromosome

Silkworm chromosomes
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Enter chromesome name: chr6

Search Result: 3384 hits
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« Experimental services started | 14 Jul 2010
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Important notice
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« Minimum recommended monitor resolution for this it Is 1024 x 768 pixels.
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BMO00000473.1 1 Bm_scaffit  chré 818838 821274 143750 146194
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¥ Top Organisms [Tree]
Drosophila melanogaster (821 005)
Bombyx mori (309472}
Aedes aegypti (301596)
Acyrthosiphon pisum (209931)
Culex quinquefasciatus (205275)
Anopheles gambiae (153293)
Dendroctonus ponderosae (152724)
Nasonia vitripennis (145793)
Drosophila simulans (118742)
Bicyclus anynana (101595)
Aphis gossypii (88851)
Glossina morsitans morsitans (79292)
Apis mellifera (78274)
Choristoneura fumiferana (68869)
Tribolium castaneum (64571)
Heliothis virescens (63361}
Spodoptera frugiperda (50676)
Locusta migratoria (45709)
Phiebotomus papatasi (42778)
Drosophila sechellia (38257)
All other taxa (1723898)

Less...

W Taxonomic Groups [Lisf

insects (4263959)

flies (2210953)
Drosophilidae (1209648)
Culicidae (693812)
Psychodidae (83628)
more... (223865)

moths (814136)
Bombycidae (309698)
Noctuidae (166569}
butterflies (163963)
Tortricidae (79438)
more... (94468)

bugs (488033)
aphids (331281)
more... (156752)

hymenopterans (324815)
Pteromalidae (175853)
bees (109737)
more... (39225)

beetles (272665)
Curculionidae (162812)
more... (109853)

grasshoppers &c. (73349)

termites (32491)

thrips (13839)

more... (33678)

®-3 A7 —%~N—2Z (NCBD) IZBEHFSNTWDRR
7/ s (EST) (2010/08/07 BiAE)
http://www.ncbi.nlm.nih.gov/nucest & 1) 5[}H.
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1) MazumpEr, R. et al. (2010) : Biology Direct. 5: 12.

2) Mira, K. etal. (2004) : DNARes. 11:27 ~ 35.

3) Sumvomura et al. (2009) : BMC Genomics. 10 : 486.

4) Stew, L. (2001) : Nat. Rev. Genet. 2:493 ~ 503.

5) The International Silkworm Genome Consortium (2008) : Insect
Biochem. Mol. Blol. 38:1036 ~ 1045.

6) X, Q.etal. (2004) : Science 306 : 1937 ~ 1940.
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