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Building a Genetic “toolkit”

New: Transgenic Products class column

New column
describes the
nature of the
encoded product
in transgenic
constructs, (e.g.
wild type,
missense
mutation, RNAI
reagent)

In gene reportin
Alleles/Transgenic
Constructs section

For All Alleles Carried on Transgenic

Constructs Show

Tr ic constructs containing/affecting coding region of hh

Pre-selected data

Choose specific data

2 Export ~

All 100

Component Allele
Filter...
hhHMS00492
hhGD193
hhUAS.cHa.EGFP
hhTOE.GS00191
hhTKO.GS00602
hhWKO.P1-C1
hh!F01804
th UAS.cGa

th.UAS.cHa.EGFP

thSSS N.UAS

Transgenic construct

‘ Filter.

P{TRIP.HMS00492}
P{GD193}
P{UAS-hh.EGFP.H}
P{TOE.GS00191}
P{TK0.GS00602}
M{WKO.P1-C1}
P{TRIP.JFO1804}
P{UAS-hh.N.G}

P{UAS-
hh.N.EGFP.H}

P{UAS-hh.C85S.N}

Transgenic Product
Class

Filter

RNAi_reagent

RNAI_reagent

cDNA, wild_type

SgRNA

SgRNA

SgRNA

RNAi_reagent

stop_gained

inframe_deletion

missense_variant,
stop_gained

Other available columns: Mutagen(s), Known lesion?, Encoded tool use(s), Tag use(s)

Regulatory region

Filter...

UAS

UASt

UASt

UAS

UASt

UASt

UASt

Encoded product/tool

Filter...

hh
hh
hh
hh
hh
hh
hh
hh

hh

hh

(@ show/Hide Columns

« 2 3 12 »

Tagged with Also carries # Stocks ¥ # Refs
Filter... Filter. Filter Filter.

loxP 2 12

2 10

EGFP 2 2
2 3

1 1

1 1

loxP 1 10

1 3

EGFP 1 2.
1 2



Interactive allele tables

2 Export ~ Other available columns: Mutagen(s), Encoded tool use(s), Tag use(s), Also carries M @ Show/Hide Columns

Component Allele
All 100

O Mutagen(s)
Transgenic Product

Component Allele Known lesion? Transgenic construct Class ¥ Encoded product/tool  Regulatory region Tagged with )

Known lesion?

Filter... Filter... Filter... i Filter... Iter. :
; It I wild : Rt hlites ® Transgenic construct
hs.PI .

hh"® Yes P{HShh.I} wild_type hh Hsp70 Transgenic Product Class
HhYASEGFR.cVa Yeis P{UAS-hh.EGFPV} wild_type hh UAS EGFP Regulatory region

® Encoded product/tool
hhFRT.Rnor\Cd2.smo.aTub Vs P{aTub84B(FRT.smo  wild_type hh aTub84B P /
548 *CD2)hh.D}

0 Encoded tool use(s)
hhUAS-cKb Y P{UAS-hh.Kb} wild_type hh UAS

es

Tagged with

hhilas:casel P{UAS-hh.GFP.U wild_type hh UAS GFP
Yes { } el () Tag use(s)

hhUAS.RFP(Unk) Vs P{UAS-hh.RFP} wild_type hh UAS RFP(Unk) (J Also carries
hhUAS.CFP Vos P{UAS-hh.mCFP} wild_type hh UAS CFP # Stocks

# Refs
hhUAS.cla P{UAS-hh.J} wild_type hh UAS

Yes




Expression: Split System

Combination

FB2024_02, released April 23, 2024

HitList J2G

v [ Jump to Gene

R72B05 Q

Filter by species .,

D. melanogaster (5)

H. sapiens (transgenes
in flies) (0)

other Drosophila
species (0)

Other species (0)

Filter by data class
clear
O Allele (3)
(J Gene (1)
-

Split System Combination
(5)

O Stock (14)
(J Transgenic Gonstruct (4)

View As

List = E8Table

(oo T oo |

5selected AEW

Items
Next — 1-50f5

Previous

Scer|GAL4PBOR2B05 \ ysaniRE] AADRBZCI0 500000021 Split System Combination

Component alleles: Scer\GAL4[DBD.R72B05], Hsap\RELA[AD.R82C10]
Expression Data: (& Image(s): O
2 References

2 Alleles 1 Stock

Scer\GAL4PBD.R72805  Hsap|RELAAPPIE  FBc00000023 Split System Combination
4 AD.ple]
Image(s): O

5 References

Expression Data: (%

2 Alleles 1 Stock

Scer\G. ALADBD.RHBOS nH: sap\REL AAD.V'I'026773 Split System Combination
Component alleles: Scer\GAL4[DBD.R72B05], Hsap\RELA[AD.VT026773]
Expression Data: Image(s): O

2 References

FBco0000453

2 Alleles 1 Stock

New data class in hitlists:
Split System Combination

New report type:
Split System Combination

FB2024_02, released April 23, 2024

Split S ombination: - -
Ssss\Scer ALX‘%S%%O@nHsapRELAAD-pIe J26 Jumg

General Information

Symbol Scer\GAL4PBO-R72B05 , Hisap\REL AADPe | FlyBase ID

FBco0000023

Feature Type split system combination

8 Expression Data

distribution deduced from reporter (Gal4 UAS)

Component Alleles

Scer\GAL4[DBD.R72B05]
Hsap\RELA[AD.ple]

Stage Ti: /!

Reference

third instar larval stage larval mushroom body dopaminergic neuron c1

larval mushroom body dopaminergic neuron f1

(Truman et al., 2023, Eschbach et al., 2020)
(Truman et al., 2023, Eschbach et al., 2020)

adult stage MB-alpha neuron of the dopaminergic PPL1 cluster
MB-alpha' neuron of the dopaminergic PPL1 cluster | faint
mushroom body medial-vertical lobe arborizing neuron 1
mushroom body vertical lobe arborizing neuron 1

MB-alpha' neuron of the dopaminergic PPL1 cluster

Statement

@ Stocks (1)

Bloomington

External Crossreferences and Linkouts (0 )
Synonyms and Secondary IDs (2)

8 References (5)

Publication Types A

- Filter

Truman et al., 2023, eLife 12: e80594

Research paper @

(Zhang et al., 2022, Aso and Rubin, 2016, Aso et al., 2014)
(Aso et al., 2014)

(Zhang et al., 2022, Aso and Rubin, 2016, Aso et al., 2014)
(Zhang et al., 2022, Aso and Rubin, 2016, Aso et al., 2014)
(Zhang et al., 2022, Aso and Rubin, 2016)

Reference

ple-p65.AD}attP40; P{R72B05-GAL4.DBD}attP2

Q Sortby = Year (descending) v

Metamorphosis of memory circuits in Drosophila reveals a strategy for evolving a larval brain. [FBrf0255928]



Expression: scRNA-seq

scRNA-seq expression data

Explore expression in specific cell types.

adult cell types - Fly Cell Atlas sScRNA-seq

Colored tiles in ribbon indicate that the Fly Cell Atlas project foyf the gene expressed
in that cell type. Darker colors mean that more cells of that cgfl type express the gene:

Lt Colorless tiles indicate that there#§ no scRNAseq data for the
gene in that cell type.Query the SCEA for this gene.

View expression levels and proportion of cells with expression.

= Fly Cell Atlas single-cell RNA-Seq

Fly Cell Atlas Cell Type Expression Data (scRNAseq_2022_FCA)
Styles
@) linear
O logarithmic
O heatmap

© % - level

Scales
O high expression bin max
moderate expression bin max
O low expression bin max
@ 9ene maximum expression

Color palette: | FlyBase v

[download data (TSV)]

Guide to Fly Cell Atlas
expression level colors
. very low expression (0 - 50)
low expression (50 - 500)
moderate expression (500 - 1000)
high expression (1000 - 2000)
. very high expression (>2000)

% o level, scaled to maximum expression

Proportion (%) of cells with detectable expression

adult cell type

MALE GERMLINE CELL:
cell types + gene expression spread (%) within related cluster :
59% : primary spermatocyte
34% : spermatocyte
7% : male germline cell
5% : mid-late elongation-stage spermatid
5% : spermatid
49% : early-mid elongation-stage spermatid
2% : early elongation stage spermatid
2% : primary gonial cell
1% : spermatogonium

Average level in cells with detectable expressi
43 neuron 3583
49 interneuron I <200
28 motor neuron | EgA
35 sensory neuron | B
34 sensory organ cell I o7
40 glial cell I 034
s muscle cell 1481
1l tendon cell 1216
o I epithelial cell 1483
1 [ epidermal cell 1555
0 Malpighian tubule cell 152
nephrocyte e |
tracheocyte 1238
fat cell 973
hemocyte I -9
oenocyte 811
1] somatic precursor cell 311
2 l somatic cell of ovariole 760
K] | somatic cell of testis 256
1] female germline cell 524
17 male germline cell 524

male semen-secreting cell



Expression: miRNA RNA-seq

= FlyAtias2 Anatomy miRNA RNA-Seq

—

back-to-back, scaled to maximum expression

female expression level devstages/tissues male expression level
74273 Whate 185170
28216 Bran 28650
54614 : Carcass : 56295
4973 Crop
33773 8 Eye 25940
3552 Fat Body 3512
46844 Head 41547
1618 Haart 3538
52876 ‘ Hindgut 43270
35896 | Malpighlan Tubule 23323
14200 § Midgut § 14035
74551 Rectal Pad 82274
44897 Safivery Glarnd 2033
20505 § = Thorackoo-Abdominal Ganglon 12655
1650 Virgin Sparmathacum NA
..._— ] Ovary NA
NA Tostis [————— i /]

-4
-}
5
~

NA Accessory Gland 21009
= Development miRNA RNA-Seq (Mohammed and Lai, 2016)
linear, scaled to maximum expression
Dovelopmant | gh expression o eyhghewressen
embryonic stage 1-2 (0-1hr) B469
embryonic stags 1-4 (0-2nv) =oAL
embryonic stage 4-11 (2-6hr) | 48258
embeyanic stage 11-13 (5-10n) { 9541
embryonic tage 4-17 (2-18nr) | NN
embryonic stage 1517 (12-24nhr) 14743
eenbryanic stage 16-17 (14-240) == mmra— s B
embryonc stage imixed stage} 74
larva ! 8607
pupa 5077
ACUt Dody (Med Sex) TEA4
sdult make body 83783
adult female body 65508




Function: protein and ncRNA structures

Genes/Gene Model and Products/Structure

Protein 3D structure (Predicted by AlphaFold) (AlphaFold entry P52034)

If you don't see a structure in
the viewer, refresh your browser.

Model Confidence:
M Very high (pLDDT > 90)
Confident (90 > pLDDT > 70)
Low (70 > pLDDT > 50)
[ Very low (pLDDT < 50)

AlphaFold produces a per-residue
confidence score (pLDDT) between 0 and
100. Some regions with low pLDDT may be
unstructured in isolation.

Sequence of AF-P52034-F1 &  1:ATP-depen... ¢+ A ¢ ®@

1 11 21 31 a1 51 61 71 81
MNSEINQRFLARGSQKDKGLAVFTSGGDSQGMNAAVRACVRMAIYLGCKVYFIREGYQGMVDGGDCT IIHRG

5 101 11 12 131 141
GTIIGSARCODFRERQGRLKAANNLIQRGITNLVVIGGDGSLTGANLFROEWSSLLDELVKNKTIT!

161
TEQQEKFNVLHIVGLYV
171 181 191 201 211 221 231 241

GSIDNDFCGTDMTIGTDTALHRIIEAIDAISSTAYSHORTE IMEVMGRHCGYLALVGGLACEADF IF1PEMPPKVDWPDRLC

o

®

i

3D Protein structure predicted by

AlphaFold
(Pfk)

RNA 2D structure (Predicted by RNAcentral) (RNAcentral entry URS00005612A3)

Secondary structure

Generated by R2DT using the E-Ala template provided by GtRNAdb. Lear more —

s
7 A
c—c
G—c
c—u
e
A—u
v—a
G c GMA
u 6 c-c—¢—€
G
p RERN
o cuocoa ¢—a—G—G—0 c
Ay
! A
a G AG C %
u-A Py
9
c
GAG
I,
¢
~d
e
L
U\G
v u
A A
e ¢

Colour legend

[l same as the template.

[ Modified compared to the template. Tip: Hover over green nucleotides for more details
B inserted nucleotides

[ Repositioned compared to the template.

Tip: Hover over the nucleotides to see nucleotide numbers

2D RNA structure predicted by

R2DT/RNAcentral
(tRNA:Ala-AGC-2-3)



Function: Enzyme updates

Catalytic Activity section in gene reports gives EC (Enzyme Commission #)

and Rhea information

Rhea - knowledgebase of chemical and transport reactions of biological interest

Catalytic Activity (EC/Rhea) 6-phosphofructokinase activity
RHEA 16109:
ATP B-D-fructose 6-phosphate
: ol
k I / " .
) ] L
7 o 7\

ATP + beta-D-fructose 6-phosphate = ADP + beta-D-fructose 1,6- bisphosphate + H(+) (2.7.1.11)

ADP B-D-fructose 1,6-bisphosphate
X o
)
Y~ * e
' "3




New cell line information in reports

New section added to cell line reports for genes
that have been knocked out, overexpressed,
tagged or are otherwise important features of the

New Cell line information section
added to gene reports.

cell line.
. & Stocks and Reagents

Symbol S2R+-Sec23-GFP-6 | Species | D. melanogaster
Feature type cultured cell-line FlyBase ID FBtc0000294
Source
Tissue Source embryo (Drosophila

Genomics Resource

Center, 2015-)
Developmental late embryonic stage (Drosophila
Stage Genomics Resource e

Center, 2015-) Publicly Available Cell Lines
Lab of Origin DRSC (Drosophila S2R+-Sec23-GFP-6

ge"o" ";Z g Other Stable Cell Lines

enter, 2015-) New stable cell line derived from S2- (Ivan et al., 2008)

Characterization unspecified : The following stable S2 cell lines

were used: Delta-WTNdeMYC, fng-GFP,
Sarl[H74G]-GFP or GFP-Sec23.

@ Associated Genes (1)




Variants - VEP anal

Variant Effect Predictor (VEP) Analysis of FlyBase variant data. See this glossary for definitions of terms used in the table below. Highlighted text in the table applies to the
subject FBid of this report.

Variant Affected Genes Related Alleles Affected Transcripts

aurA aurA-RA
deletion C.>C consequence: splice_acceptor_variant, consequence: splice_acceptor_variant,
3R:11,963,124..11,964,369 splice_donor_variant, start_lost, aurAST splice_donor_variant, start_lost,
NT_033777.3:9.11963124_11964369del 5_prime_UTR_variant, intron_variant 5_prime_UTR_variant, intron_variant

B B impact: HIGH impact: HIGH

insertion C > C. aurA . aurA-RA
3R:11,963,170..11,963,171 consequence: 5_prime_UTR_variant aurA consequence: 5_prime_UTR_variant

assoc. with P{EPgy2}aurA[EY03490]

NT_033777.3:9.11963170_11963171ins  impact: MODIFIER impact: MODIFIER

point_mutation C>T aurA aurA-RA

3R:11,963,298 consequence: missense_variant aurA3 consequence: missense_variant
NT_033777.3:9.11963298C>T impact: MODERATE impact: MODERATE
point_mutation A>C aurA aurA-RA

3R:11,963,623 consequence: missense_variant aurA3 consequence: missense_variant

NT_033777.3:9.11963623A>C impact: MODERATE impact: MODERATE



Variants - JBrowse

D. melanogaster (r6.57)

v~ File View elp c
I 0 5,000,000 10,000,000 15,000,000 20,000,000

9 @ E)) Q S} QQ 3L/ v || 3L:1247291..1250651 (3.36 Kb) Go| |8

1,247,500 1,248,750 1,250,000

Available Tracks

25,000,000

i K filter tracks

~ Reference Genome [?]

() Nucleotide View
Gene span

[
¢ Gene span Saci

Gene: transcript view
[JRNA

() cps
() Orthologs
() Natural TE

iof: Gene: transcript view

Sac1-RA [ —T

+3

Sac1-RB [ F+——1
Sacl

() Repeat region
[J) Estimated Cytological Band

» Aberrations [?] 7 = >
~ Transgenic Insertions [7] 2 Sffl[l“n] SBCI[L‘":'_].

Sac1[1757] Sac1[L2F]

Sac1[2107] e— E———

[JJ Transgenic Insertions Stocks in SemA

Bloomington, Kyoto

Substitutions

Transgenic Insertions

Insertions, Deletions Sacl[2]

~ Mutations & Sequence Variants 8 Saci[i]

Ibatitiions ol Sleian
NT_037436.4:9.1248911G>A SacifL2e)

~ Mutations & Experimentally Induced
Variants 2 5 Symbol: Sac11472

Affected gene(s): Sacl (HIGH)
Type: SNV
Sequence change: G->A
Saci<L4t Langthi by

y HGVS name:
=>yBase Mutations/Variants on Alliance | J
SNV G ->= utations{Variants on Allianc 1 NT_037436.4:0.1248911G5A >

Predicted effects:
Sac1-RA: stop_gained
Sac1-RB: stop_gained

FlyBase Mutations/Variants on-Alliance
insertion t -> tN+

v
Psf1<GS11539>
insertion g -> gN+

aci<i>
deletion cCACCGC...GG

Substitutions
Insertions, Deletions sacteare

[J Complex Substitutions

Sac1<2>
deletion tATTCGG...AGCATGG -> t

v
Sac1<EY02269>
insertion a -> aN+

[C) Roughly Mapped Mutations

Click feature to make this window

v
Sacl<EY( persistent 57>
insertion a| T

OK

deletion tATT]

*
Sac1<1757>
SNVC->T

FlyBase Mutations/Variants on
Alliance

nn®

Sact<ac|
Sac1<2107> insertion ¢
SNVG ->A

v ;J<2107‘>
Sac1<BG02228> VG>A
insertion ¢ -> cN+

~ Polymorphisms & Natural Population
Variants [?] 3 v
Sac1<0768-G4>
insertion a -> aN+

[J) FlyBase Annotated Variants



Fly Lab List

FlyBase:Fly Lab List

<
%

The 'Fly Lab List' is an ongoing project aiming to generate an accurate list of all active labs undertaking a substantial fraction of their research using

FB2024_02, released April 23, 2024

~ Links~ = Community~ Species~ Abg

Drosophila (any species of Drosophila). -
phila: (any;sp philz) _ED'""'"’""" = New f DI'OSOph Fast-Track Your Paper €S
o . D.virilis == to
'Id'he ta:bledbedlow canEbe slof:ted by any one column, and you can use your browser's 'Find' command to search the table. The current list can also be Ametlirers i | Flies? = FlyBase Community ]
lownloaded as an Excel file. BLAST JBrowse New To | PHENOTYPE B B'E'f? |
Lab locations are also shown on an interactive map. Click on a marker pin to view information about the lab(s) in that location. Note that map locations Fly Lab List ’NW"'

DISEASE
are only approximate, given the limited affiliation data collected in the Lab List. ( MORE Recent Papers With
The following feedback forms are available: J Vocabularies|  Technical Advances Batch

| Gene Snapshots

« If your lab is not on the list and you wish to add it,Jplease use this form. Npte the Pl/Lab must have a website to be included.

External Resources FlyBase Forum

« If you wish to revise your lab's entry, please use this forma.

« If you wish to remove your entry from the list, or do not consider your lab to be an active Fly Lab, please opt out using this forme. [ESosss shc Ouesats E : Newsletter
« If you wish to report a problem with the map location of your lab, please use this forme. N FlySlack Community
Ple Mastodon
FlyBase FlyBase FlyBase Bluesky
{ = @Mastodon  @Twitter/x  Substack 5 A
& ]\ ‘9 Py " e's s.g X (formerly Twitter)
= NN ‘ Fly Board
R \ i.: - NIH Funding
Commemity] Public, Teachers,
o FlySlack Students ns? Se
Q v contributions he
6 Fly Labs
. ) = - 2"‘“” Carlisle \\ .\\ i Readlng>\ :\;_, /
J AN i
9 A University of Massachusetts Chan Medical School / \ r \ Burl|nglor\_‘/\,‘,.\r,.‘n;’ukehcld
Leaflef ] © OpenStreethap Eric H Baehrecke AR Bedford WSV \
kborough, + YActon = L
L dated: 18th April 2024 (2,049 entri ncieas Bergmann AL 4 CRN Ly
ast updated: 18th Apri 2, entries) | Patrick Emery S~ \Concord ( i / Me!rose )
’ ) exington
Lab head name Primary affiliation s,  Fen-Biao Gao Maynard g ( %
Website ¢ 4  YTonylp 5\ JTH\_\M" o sidenZi NGy
First ¢ Middle ¢ Last ® Institution s City + | State/lProvince/Prefecture ¢ Country ¢ | Neal Silverman | 4 > \’\‘9 L \Laﬁ'e
: i 5 elmon 3
Jessica K Abbott Link& Lund University Lund Sweden | W'”'am_EThe"rka“f Sudburyz tham s
| Yang Xiang v ¢ ‘Winthrop
Z L Wayland t %
Ben-Gurion | Phillip D Zamore Kian 3 sk
Uri Abdu Link® University of the Beer'Sheva Israel - . I //"ﬂf“- Newton Fsrookine A
/7 NorthBorought N~ i Vi
Negev Southborough = 7" 1 X /oo
rewsbury e, . _Wellésley | 17N
Heinrich Heine Y wes‘bbmughL/// Framingham_ Nucunam X / <
o . A R T “Ashland £ 2
Hermann Aberle Link& University Dusseldorf Germany & A ey {E(_J{‘dhdm 3 miton \Quincy,
I erborn N S ¥
Hopkinton \,«/ // A}"". AL




New: Fly Predictome link and Gene Set Enrichment Tools page

326~ [ Jump to Gene

- oo .
: ol gy Gy ui
i s T g Py
Attt = | wore k4
BLaST Jarouse New To Fies? Vocabularies 10 valdator catch Downioad Fast Track [

TN

External Resources

> News and Outreach

etk ElyBase NEEDS YOUR HELP) wces

Please PAY your yearly website access fee!

Help FlyBase's significant budget cuts with a website access fee

evEsrESB of $150.00 PER person | PER year
IR PoGR Questions? See this FAQ or email us. Optional tax-deductible
» Drosophila Journals and Profocols Lo
o R contributions here.
¥ ToollReagent Resources QuickSzaich
L Human Disease Gene Groups P

P

Fiyprediciome

Search FiyBase

Everyihin

Click here to submit muliple

¥ Tool/Reagent Resources

@~

@  search

SCRNA-Seq Technlcal

Advances

Databeses

AntibodiesSatases
Interactions R NA

PR

Bomtormatics Orthologs

cDNAsgtocks
External
Resources

o

FlyPredictome

—» FlyBase:External Resources

Popular Resource Categories

All Resources CRISPR

Model Organism

Images
Databases

All Resources

ScRNA-Seq RNAI

Maps Protocols®#

Stocks

Papers with

Technical Advances

Antibodies

Neuroscience

Gene Set

Enrichment Tools

An extensive list of useful databases and reagent resources can be found on the pages linked below:

Drosophila Online Resources
Includes:

« Atlases, Images, and Videos

« Cell Lines and Cell Culture

« CRISPRs and TALENs

« Data Repositories

« Data and Metadata for Drosophila Genomes
« DNA Reagents

« Gene Expression Databases and Tools

« Gene Groups

FlyBase:GSEA

Gene Set Enrichment Tools

Some examples of GSEA tools with links and information. A list of more GSEA tools can be found here.
Itis recommended that users conduct their GSEA with more than one tool as all have different features, use statistically significant res
sets to further interpretation. With any GSEA, there will be genes within the analysis set that are not represented in the gene set lirar
characterisation. These may be of interest for further study, even though they are not in an enriched set.

Selected Gene Set Enrichment Tool Information

Multiple  Parallel
Enrichment o set gene
Tool Backronym  Publication Organism(s)
sets conversion enrichment list
available  analysis
Many (e.g
o,
Database for interaction,
Annotation, domains,
DAVID® Visualization | py11 a2 1856 | UF! Large coverage | Yes Yes No
and KeyWord,
Integrated drug, human
Discovery expression,




Connecting with FlyBase

Ask a question, provide a suggestion, get news and helpful hints.

Community

‘ADatabase of Drosophia Genes & Genormes.

Fast-Track Your Paper

— e

S =

FlyBase Community
Advisory Group

Fly Lab List

Please PAY your yearly website access fee!

Help FlyBase's significant budget cuts with a
website access fee of $150.00 PER person /| PER
year
Questions? See this FAQ or email us. Optional tax-
deductible contributions here.

Recent Papers With
Technical Advances

Gene Snapshots

FlyBase Forum

@FiyBase is on Mastodon!

Newsletter

Fypase o

FlySlack Community

Mastodon

Bluesky

X (formerly Twitter)
Fly Board

NIH Funding

oY E&Eo I

— helpfb@morgan.harvard.edu «

Release Notes
New In This Release
Release Schedule

FlyBase Positions

Citing FlyBase

FlyBase Licensing

FlyBase Consortium
FlyBase Publications
FlyBase Presentations

Grants Supporting FlyBasdg

Grants Supporting FlyBase  Copyright Statement.

Contact FlyBase

FlyBase Wiki:
Help Index

Tool help

Report help

Info for Authors

Linking to/from FlyBase
Nomenclature

Curation documentation

New to Flies?

Video Tutorials &'

FlyBase For Developers

version$£B2024 (
Contact FlyBase FAQ

ed April 23,2024
Citing FlyBase

Y
@ ¥ @




Acknowledgements

FlyBase @
University of
Cambridge:

Nick Brown (Co-Pl)
Giulia Antonazzo
Helen Attrill
Damien
Goutte-Gattat
Aoife Larkin
Steven Marygold
Alex McLachlan
Gillian Millburn
Arzu Ozturk-Colak
Clare Pilgrim

FlyBase @
University of
New Mexico:

FlyBase @

Harvard University:

Norbert Perrimon (Pl)
Susan Russo Gelbart (PD)

Kris Broll

Lynn Crosby

Gil dos Santos
Kathleen Falls

L. Sian Gramates
Victoria Jenkins
lan Longden
Beverley Matthews
Carol Sutherland
Christopher Tabone
Pinglei Zhou

Mark Zytkovicz

Richard Cripps (Co-PlI)

TyAnna Lovato

FlyBase @
Indiana University:

Thomas Kaufman (Co-Pl)
Brian Calvi (Co-Pl)

Seth Campbell

Josh Goodman

Victor Strelets

Jim Thurmond

Collaborators:

DRSC (PANGEA, DIOPT)
Fly Cell Atlas / SCEA

Ensembl VEP

FlyAtlas2 <

rmee -1+ ALLIANCE
EricLai . of GENOME RESOURCES
AlphaFold
RNAcentral
OrthoDB v

M RC Council

WO

We thank FlyBase users
rldwide for thei

NHGRI U24HGO013300,
U24HG010859

MRC: W024233/1

NSF: DBI-2035515, 2039324
NIDDK: 1R01DK136945-01
BBSRC: BB/T014008/1
Wellcome Trust: PLM 13398
FlyBase Users



