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A Database of Drosophila Genes
and Genomes

4 QuickSearch "\ (" Interactions Browser )

Gene/Allele Symbeol or FBid Interaction Type

OAlOdata class search (coming soon) [ Exhancement T Sappression <

Protein-Protein Interactions
Suppression
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ies: @ Dmel only O All species Find A Fly Pers
® |D/Symbel/Name O All text TR

Enhancement + Suppression
Enhancement
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Tools

Overview

Add a Paper

New GBrowse

General Tools:

% Aberration Maps
Batch Download
BLAST

% Chromosome Maps
Coordinate Converter
CytoSearch
GBrowse
Google™ FlyBase
ImageBrowse
Interactions Browser
QueryBuilder
QuickSearch
TermLink

Data Submission:
Add A Paper
People:
Find A Person
Add A New Person

Update An Address

Tools Overview

Tools Overview @ Describes the tools at

FlyBase and when to use
which one.

[ Searching 12 species

] Aberrations - deficiencies, inve
[ Cytologically mapped features
[] Expression Data

B Mutant phenotype data

[1 References

[ Stocks

[ Jump to Gene

] QuickSearch

Ll QueryBuilder

[ TermLink

Query Results Analysis Tools
1 Hit list refinement

M Ratek

Two New Maps

+ Aberration Maps: View
entire chromosome arm
with all of its molecularly
mapped aberrations.

+ Chromosome Maps:
View markers & polytene
bands. Link to standard
GBrowse
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/

/

/Chromosome Maps

~

/Give your paper a head start towards \

curation :

+ Associate genes with a publication.

+ Provide additional information about the
experiments(optional)

+ Submit data online

Found in the Orools Menu O

Publication Submission

~4e FlyBase

Home Tools Fies Species Documents Resources News Help Archives

This allows you to submit data:

« abouta iy to the FlyBas

« that FiyB: & to prioritize the full a publication.

Step 1: Identify yourself so the submission can be attributed to you
Your details
Name:

E-mail
Re-enter e-mail

Step 2: Identify the publication in FlyBase
Step 3: Identify genes that are experimental subjects of the publication
Step 4: Provide additional information on publication content to faciltate full curation (optional)

Step 5: Confirm your submission

Contact FlyBase ‘version FB2009_02, released February 20, 2009 Sie Map

Advantages for the user:

+ User-driven data submission. You have
control over the curation of your paper.

+ Fast incorporation of a reference onto the
reference list for relevant gene reports.

* You tell us what is important about your
paper and what genes are the main focus
rather than the other way around.

Advantages for FlyBase :

+ Reduces number of papers that we need to
“skim curate”.

+ Improves curation. Authors know more about
their work than we do so are likely to be very
accurate.

* Increases user involvement and

communication.

" J

Features

-~

e Search Chromosome
Switch to Chromosome M.lpl ./ Maps

Landmark or Region:

on -Search X X
Data Source - region in context

D. melanogaster (R5.15) I+ of polytene
= Overview

Nuarvisu o

Data source
options:

+ Change data
source to view
other sequenced

B Instructions [Help]

A. aegypti (mosquito)
A. gambiae {(mosguito)
C. elegans (worm)

D. ananassae

stock collections

H. sapiens (hurman) B
* Insertions in Stock Collections 509
T. castaneum (red flour beetle)

e—
rRd?321 -pF

Ortholog Pop-ups:

Orthologs are listed for Drosophilids and other
species in a pop-up window that is activated
when you mouse over the “ortholog bar”

~

Direct link to view

chromosome map.

"Landmark or Region Search": sequence |
"Advanced Search": cytolocations, symb
To center on a location, click the ruler. Us
Examples: cnn. FBan0000490, X:60000

species. o e arch]
. 1 i D. grimshawi
Pptlon t(_) view L —
. mel anogaster aberrations
Aberration D. melanogaster aberrati
Maps” for Dmel pe W of 2
0 1 1 D. doob (R2.3) e |
Option to view D. sechella
Insertions D. simulans
. D. wirili S
available from F . EE
D. yakuba

chn

arr

4k madzk 93k 934k m34mk m34sk D347k DBk 034k ga\é\k

7

arr-RA

/

S O L

arr-PA
orthologs
1

Drosophilidas

D. ananassae Dana\GF11183
D. erecta Dere\GG22488
n D. grimshawi DgriGH23152
D. mojavensis Dmol\GI21237 Ciona intestinalis (Ensembl) ENSCINPOODODD17834
pn si| D persimilis Dper'GL17073 Gallus gallus (Ensembl) ENSGALPODDDDD11315
C{UHR D. pseudoobscura DpselGA18223 || Homo sapiens (Ensembl) ENSPO0000261348
D. sechellia Dsec\GM20276 Macaca mulatta (Ensembl) ENSMMUPOODC0030693
D. virilis DwinGJ 18862
B D- willstoni DwilGK15922 Mus musculus (Informatics) MGI 1208218

- D. yakuba Dyak\GE13360 Pan troglodytes (Ensembl) ENSPTRPOD00000B03S

BTO1 Rattus norvegicus (Ensembl) ENSRNOPOOD00D00B4BE
Takifugu rubripes (Ensembl) NEWSINFRUPOO000180385
Tetracden nigroviridis (Ensembl) GSTENPOO00S085001

Other Orthologs

Ancpheles gambiae (Ensembl) ENSANGPO0000020132
Bos taurus (Ensembl) ENSETAPOOCOODOTTSE

Canis familiaris (Ensembl) ENSCAFPO0000012674

Monodelphis domestica (Ensembl) ENSMODPOO000022743

\ Xenopus tropicalis (Ensembl) ENSXETPO0000022101
R o

J




