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Figure S1A: MOET provides
flexible options for beginning an
analysis. Select from all of RGD’s
species (rat, human, mouse, dog,
pig, chinchilla, squirrel, naked
mole-rat, green monkey and
bonobo) and/or ontologies
(disease, phenotype, pathway, GO
and ChEBI) (S1A1) and enter a list
of identifiers (Affymetrix Array ID,
GenBank Nucleotide, Ontology
Term ID, Ensembl Gene ID,
GenBank Protein ID, RGD ID,
Ensembl Protein ID, Gene Symbol,
dbSNP ID, EntrezGene ID, KEGG
Pathway ID) (S1A2). The default
is to enter gene symbols but any
of the listed ID types are
acceptable (S1A3). Alternatively,
choose a sequence assembly for
your selected species and enter
the position of a genomic region
(S1A4). Clicking ‘Continue’ (S1A5)
initiates the enrichment analysis.
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Figure S1B: The MOET
result page. MOET
displays the results as a
list and a graph of
overrepresented terms
from all of the
ontologies used by RGD
for gene curation that
are over-represented in
the annotations for
those genes, or
orthologs in other
species. (S1B1) The
results in the list are
sortable and are
displayed with the
number of Annotated
genes, reference genes,
p-value, Bonferroni
Correction and Odds
Ratio for each term.
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Note: Only 
positive odds 
ratio so only 
positive 
associations, 
excludes 
high 
probability of 
a negative 
association.
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(S1B2) Click on the button that shows the number of annotated genes to 
see the list of genes annotated to that term. The gene list can be sent 
again to MOET for analysis using the ‘Explore this Gene Set’ option.  The 
97 genes annotated to ‘arteriosclerosis’ are selected here.

Figure S1C: MOET provides the option to compare across species and ontologies, and to view and modify the results graph to view the 
results in different ways (S1C1). Click on the required species and ontology to view the list and graph of results for the selected species and 
ontology (S1C2). Below are the results with Human species and Pathway ontology overrepresented in the gene list entered in S1A2.

(S1C3) The default p-
value limit is 0.05. You
can adjust it to modify
the results in the graph
accordingly. (S1C3a) The
‘P-value limit’ drop-
down shows different
options to modify the P-
value limit. This is the
graph when the p-value
was changed to 0.01.
(S1C3b) Click on the ‘No
of genes’ or ‘p value’ to
turn off the selected
option in the result
output graph.

(S1C4) You can click on 
‘Download Result Set’ 
to download the 
results in the list in a  
.CSV format file.
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(S1B3) Use the ‘All 
Analysis Tools’ link and 
the tool box icon to 
analyze your gene list 
from MOET with the 
other RGD tools 


