


New: Pathway Reports

FlyBase is pleased to introduce our new Pathway Reports that list

genes that have been experimentally shown to act within a pathway or
to regulate it. These form a subset of our Gene Group resource and can
be searched via the ‘Gene Groups’ QuickSearch tab or a browsable list.
This resource is under development and we welcome any feedback to

help improve the usefulness and accuracy of these gene lists.

Name Notch Signaling Pathway Core Components

D. melanogaster

NTCH-C

FlyBase ID

FBgg0001064

Date last reviewed 2019-01-23

Description

Number of 12
members

The Notch receptor signaling pathway is activated by the binding of the transmembrane receptor Notch (N) to
transmembrane ligands, DI or Ser, presented on adjacent cells. This results in the proteolytic cleavage of N, releasing the
intracellular domain (NICD). NICD translocates into the nucleus, interacting with Su(H) and mam to form a transcription
complex, which up-regulates transcription of Notch-responsive genes. (Adapted from FBrf0225731 and FBrf0192604).

Core pathway components are required for signaling from the sending cell and response in the receiving cell.

Biological Process
Gene Ontology
(GO) term(s)

Notch signaling pathway

Parent group(s)

Notch Signaling Pathway

Protein Complex CSL-NOTCH-MASTERMIND TRANSCRIPTION FACTOR COMPLEX
group(s) GAMMA SECRETASE COMPLEX
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Export for

further analysis

Il  Gene Ontology (GO) annotation used to show experimental" -
characterized function and relevant pathway publicatior-

External Data
Other resource(s)

lllustration - Notch signaling (The Interactive Fly)
Wikipathways - Notch Signaling Pathway (Drosophila melanogaster)

Usefu | | | n kS to 0 h@flcn - The Notch signaling pathway (Wolpert, Tickle & Martinez Arias:Principles of Development International 5e)

pathway resou r @@ome Pathway - Signaling by Notch (computed)

KEGG pathway - Notch signaling pathway - Drosophila melanogaster

View Orthologs Export to HitList
Gene Symbol Gene Name Gene Group Membership GO Molecul: ) # Refs
aph-1 anterior pharynx GAMMA SECRETASE endopeptidase actiy 2
defective 1 COMPLEX
DI Delta NOTCH LIGANDS Notch binding 9
receptor ligand activity
kuz kuzbanian ADAM METALLOPROTEASES metalloendopeptidase 5

Pathway reports | QuickSearch

can be searched
or browsed from
the QuickSearch
Gene Groups tab.

Human Disease ~ GAL4 etc

Search FlyBase  Orthologs

Enter text:
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FlyBase Pathway Report List

o Epidermal Growth Factor Receptor Signaling Pathway

o Fibroblast Growth Factor Receptor Signaling Pathway (FGFR)

Expression

Phenotype

Protein Domains ~ Gene Groups GO
Search using a gene or Gene Group symbol, name, synonym or ID:

e.g. ACTINS, ACT, Act5C

Alternatively, browse all Gene Group reports, or jusf Pathway reports

;ole: Wild cards (*) can be added to your search term

References

Data Class

o Effectors Negatively Regulated by Epidermal Growth Factor Receptor Signaling Pathway (EGFR-E)
o Epidermal Growth Factor Receptor Ligand Biogenesis and Secretion (EGFR-S)

o Epidermal Growth Factor Receptor Signaling Pathway Core Components (EGFR-C)

o Negative Regulators of Epidermal Growth Factor Receptor Signaling Pathway (EGFR-N)
o Positive Regulators of Epidermal Growth Factor Receptor Signaling Pathway (EGFR-P)

o Effectors Negatively Regulated by Fibroblast Growth Factor Receptor Signaling Pathway (FGFR-E)
o Fibroblast Growth Factor Receptor Signaling Pathway Core Components (FGFR-C)

o Negative Regulators of Fibroblast Growth Factor Receptor Signaling Pathway (FGFR-N)
o Positive Regulators of Fibroblast Growth Factor Receptor Signaling Pathway (FGFR-P)

Search
You

New in Gene Reports: Expression Ribbons, Enzyme & Metabolic Patt

Gene Reports now feature new Expression Summary Ribbons
giving an at-a-glance view of expression data from two sources. In
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Xanthine oxidase (1.17.3.2)
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Reactome, and BioCyc
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Catalytic Activity (EC)

lar Function

Experimental Evidence
Xanthine + NAD(+) + H(2)O = urate + NADH (1.17.1.4)
Predictions / Assertions

Xanthine + NAD(+) + H(2)O = urate + NADH (1.17.1.4)
Xanthine + H(2)O + O(2) = urate + H(2)0(2) (1.17.3.2)
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New Tracks in JBro

Eroteomic peptides:

enomic alignments of over 150,000
peptides identi ed by mass spectroscopy from
samples of Oregon-R can be seen at various

developmental stages (Casas-Vila et al., 2017). T

peptides are shown in the proteomic peptides

(uniguely mapping) track. Peptides from additional

proteomic studies will be added to this track over
time.

RA Aggregated RNA-Seq tracks:
w “aggregated” RNA-Seq tracks from

Justin Fear and Brian Oliver combine thousands
of high quality SRA RNA-Seq accessions to
provide an “average” view of the transcriptome.
The exceptional read depth provides insight

into regions of low transcription. These tracks
are o ered with three signal cut-o points: high,
medium, or low sensitivity.

Quantitative protein expression data from the proteomic study of Casas-Vila et al., 2017, has been
incorporated into Gene Reports for more than half of annotated protein coding genes. The proteome
is available for the complete vy life cycle (17 time points) and/or embryogenesis (14 time points).

The data are presented as histograms, color-coded by expression level, in the “High-Throughput
Expression Data” sub-section of Gene Reports' “Expression Data” section. The display can be viewec
log or linear scale, with options to scale the data relative to the gene's maximum expression or relativ
to global “low” or “moderate” expression levels.

wse: Proteomics, aggregated RNA-Seq, CRISPR |

SgRNAs for in vivo CRISPR:

These pre-designed sgRNA
sequences have been analyzed for
predicted e cacy and o -target e ects

at various mismatch stringencies. Tracks
include those showing TRIP reagents

that target genes for over-expression or
mutation, and tracks covering over 10
million “Predicted sgRNAS” designs from
the DRSC. Associated alleles and stocks are
available in their respective section of Gene
Reports.

Genome variation from the DGRP:
\Variation data from the Drosophila
Genetics Reference Panel can now be
visualized in JBrowse, providing information
for 205 inbred lines from the DGRP.




