
Visual Breakdown of Shiny Apps

• This document serves as a visual walkthrough/breakdown of the 
Gene and Cluster and Cluster Enrichment shiny apps. 

• This document will walk through how to access the apps using the 
code available in Text S3, how to use the different app features 
available in the sidebars, and breakdown each app’s output.

• This guide is broken down into sections, with the first section 
walking through the Gene and Cluster app and the second walking 
through the Cluster Enrichment app. 



Gene and Cluster App 
Breakdown



To access shiny apps, paste code available in Text S3 into R script, install necessary packages, and read in shiny 
package. 

To access the Gene and Cluster app, run  runGitHub(“Gene_and_Cluster_Shiny”, Hanson19) on line 19 of 
the screenshot. 



A new window should pop up and look like this. 
We have provided a brief description for each part of the app.

Information on if 
gene was 
identified in our 
analysis, what 
analyses it was 
identified in, and 
what cluster it is 
a part of.  

Each sample’s normalized read count for gene
of interest.

The gene’s cluster’s representative curve in black,
and all other cluster genes’ trajectories in gray.

If the gene was identified in our YvO analysis using Day 59 samples as old 

Listed if the gene was identified in any of the previously published YvO analyses we used for comparisons.

Changes the x-axis to survival, 
day or sampling point 
timeframe 

Submit 
gene 
with 
FBgn
or Gene 
symbol



Additional example now using Gene symbol and a different timeframe



If a gene’s expression does not significantly change with aging, the app will still plot the gene’s expression trajectory.



If the submitted gene symbol or FBgn is not found within our data, the app will state that it was not identified. 
We do suggest to double check the spelling of the submitted ID to be sure. If using a gene symbol, we also suggest to try 
the gene’s FBgn in case the gene symbol has changed. 
As a reminder IDs were validated with FlyBase version FB2024_03 on July 19th, 2024. 



Cluster Enrichment App 
Breakdown



To access the cluster enrichment app , run  runGitHub(“Enrichment_Shiny”, Hanson19) on line 26 of the screenshot. 



A window that looks like this should pop up. The output of this app is a lot bigger than that of the gene and cluster 
app so it may not all fit on one page and require scrolling. 



Sidebar features:
Select which clusters you want to 
see enriched terms for. You can 
choose to look at multiple clusters at 
the same time. App defaults to “All”.  

Select what type of terms you want 
to see. Can look at multiple types 
at the same time. 

If multiple clusters are selected, 
you can choose to show all terms 
the clusters are enriched. You can 
also compare  clusters by either 
only showing terms that are 
shared between selected clusters 
or terms that are unique to one of 
the selected clusters.



Dendrogram in the top panel, and representative cluster expression curves in the second panel. 
The dendrogram will highlight clusters that are selected, and only the representative curves of selected clusters
will be plotted.



Only Complex clusters are selected in this example.



Only Complex-6 and LinearUp-1 are selected here. 



The last panel is a table of the selected cluster’s enriched terms. Here we are listing all the enriched SLIM2 GO BP terms 
in all the clusters based on selections in our sidebar.



Term identification information Enriched 
cluster

Benjamini Hochberg 
false discovery rate 

Number of genes in cluster 
associated with term

Total number of genes
associated with term

Total number of genes
in the cluster

Total number of enriched
clusters

List of all enriched 
clusters

Breakdown of enriched terms table:



Can use search bar to lookup terms containing certain words. 
Here we have pulled out enriched terms across all clusters that are part of SLIM2 GO BP and MF sets that have 
“ribosome” within their name.



We can also compare clusters based on the selected cluster comparison option on the sidebar.
Here we are showing terms that are shared by LinearUp-2, LinearUp-5, and LinearUp-8 across all term sets. 



Now showing enriched terms in LinearUp-2, 5 and 8 that are not shared with each other.
The term doesn’t have to be unique to that cluster, it just can’t be found in the other two, as seen in rows 4-7 of the table. 
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