Genomic Data:

GBrowse
CCustomize GBrowse \

—  1.Select tracks of interest: cDNAs,
GBrowse point mutations, RNAi amplicons, etc.
2. (optional) Configure: label, expand, re-order

B Genome reagents | Allon I All off
I~ Affymetrix v1 I~ cDNA and other aligned sequences I” DGRC-2 oligos est
I DGRC-1 amplicons. I DRSC RNAi amplicons I Tiling BAC

I” 1ANA
W t
iction | HDP prediction I” Proteomic analysis | SNAP prediction
I~ CONGO exons I~ NCBI gnomon prediction I Repeat region I tRNAscan prediction
|~ CONTRAST prediction |~ Genscan prediction [ Promoter prediction I RNAIHDP prediction
B Similari nucleotides | Aion | Alloff
ura contigs I” Insect dbEST I Mosquito NA

Configure tracks...

Clearighighting Update Image

[ Help for FlyBase evidence tiers |

(12 Drosophila genomes )

Select species to search against
Giicking a nods inthe tree below selects
More information about the CAF1 assert

(REEEEE

,' For all 12 species....Run Blast....Click on
"BLAST HIT on Genome Map”.....arrive

‘ "~ in GBrowse at that exact spot!

PData'Downloads

( Precomputed
files

 NEW “Files Overview”
» Genetic interactions

« FBgn*—> CG

* 12 Genomes sequence
» Transgenic insertions
* and much much more...

iles Overview
Downloads:
Precomputed files
Archived data
Releases (FTP)

P

Generate custom data files
or web page displays:

Tools Overview

General Tools:

1. Choose output data type:
FASTA, XML, or field data

2.Choose output options:
browser or file

hromesome Maps 3 |nput FB identifiers: from

cordinate Converter personal file or query output

CytoSearch 4. Choose fields for display (if

GRrowen applicable)

Batch Download by ID

Aberration Maps
Batch Download

Help
Output Format Output Options

FastA Genome Sequence Gene region =

Gene/Annotation Data Only

) Database Format Reporting XML
Full Data Only

) Field Data As HTML table
Selected Fields Only

Send resultsto:  Enter List of IDs: or Upload File of IDs:
((Choose File) no file selected

Get FastA )
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Genomes (FTP) J

(" Batch Download by ID )

| Thank you to SGD (yeastgenome.org) for inspiring this design |
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Basic Searches

Jump to Gene

~@e: FlyBase

ReportA Bug,

A Database of Drosophila Genes & Genomes

Home Tools Files Species Documents Resources News Help Archives.

—
IR [ |
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Find genes
by symbol,
synonym, or

Report Pages

( Example report page R

» Report pages are available for every object in
FlyBase, e.g. Genes, Alleles, Controlled

Obtaining

Ely'Reagents
g Find Reagent: R

Gene
Repor[ I “[©] GENOMIC CLONES

cDNAs
RNAi & ARRAY INFORMATION

=B T e

BLAST GBrowse

ID.Optimized
to return the
best hit(s).

Vocabulary terms, etc.
» Use ‘Open all’ to see all the information

available and 'Close all’ to minimize the page.
+ Click Help to read about different fields

QueryBuilder TermLink ImageBrowse

ANTIBODY INFORMATION
OTHER INFORMATION
EXTERNAL CROSSREFERENCES & LINKOUT:
SYNONYMS & SECONDARY IDs (26 )
REFERENCES ( 222)

and/or

Find AFly Person
Quiksearch heo

© Dmelonly  * ID/SymooiName
C Rispecies C Alext

genes. |

Direct Search

N

@uickSearch, QueryBuilder, CytoSearch Y,

search | [INGIEREN

Please take a survey to help us improve the site

Quick Search

Gene Dmel\amn
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QueryBuilder!

0 Extorna ferences
B Synonyma & Secondary IDs (16)

S Summary Information

Aulnmlllully generated | The gene amnesiac is referred to in FlyBase by the symbol amn (CG11937, FBGn00B6782). It has the cytological map

location 18F4-19A2. lts sequence location is X:19780141..19784093. Its molecular function is described as:

neuropeptide hormone activity; G-protein-coupled receptor binding. Itis involved in the biological processes

described with 16 unique terms, many of which group under: learning andior memory; memory; mating; learning;

http://flystocks.bio.indiana.edu
http://drosophila.med.harvard.edu/

See sections below for
more information

~

response to chemical stimulus; behavioral interaction between organisms; behavior; circulatory system process;

CytoSearch

Tools . o co ot tacy g AV o pocse, 35 llos ar opoie T - -

BLAST Generates regional maps of the Dmel Clicking on s e et it s ot ot http://sagafly.dgrc kit.ac.jp/en/

GBrowse A A ne annotated polypeptide.

cumnse  9ENMOME, incorporating both sequence- each heading |, coue | http://expbio.bio.u-szeged.hu/fly/

e based & cytology-based map data. opens further

Apollo Select a category and features before entering a value SeCtiOf'IS

Sykoooerel) 1 Category Cytolocation EN Submit Query ( \
QuickSearct L ]

R . e.g: cDNA clones

Google™ FlyBase
Find A Person

Genes:

[ Genes (mapped to the sequence)
[+ Genes (mapped, but not to the sequence)

Click “Help”
STOCKS AVAILABLE (AS LISTED IN FLYBAS

for field-by- GENOMIC CLONES
field help for = cONAs
each report

1. Learn about
clone on clone

"””E”\j/ report (click)
be3090s 2 2.Order clone

e
HENGTYFIC DATA

v Insertions (cytology mapped)

Term Repor,

[Cytolocation

|Cytolocation

Sequence region

FlyBase gene ID#

Gene Symbol

Gene Symbol (case-sensitive)

3. results

Observed or estimated g\ ) Siocks
sequence coordinates

Cytology
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