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Figure SI1A: 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

Rat + | (disease, phenotype, pathway, GO

and ChEBI) (S1A1) and enter a list
Disease + | of identifiers (Affymetrix Array ID,
GenBank Nucleotide, Ontology

Abca “ |Term ID, Ensembl Gene ID,

Abcb11 GenBank Protein ID, RGD ID,

igg;a Ensembl Protein ID, Gene Symbol,
Abcg5 ) dbSNP ID, EntrezGene ID, KEGG

Abcgd . | Pathway ID) (S1A2). The default

(Or)

Stop

Assembly mRatBN7

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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Disease Ontology displays the results as a
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Explore this Gene Set

(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
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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.
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Species: Human
Ontology: Pathway Ontology
MNo of genes in the input set: 198 (51C4) You can click on
Input Genes: Abcal Abcb11  Abcbla Abcch Abcgh Abcg8 Acat2 [ ,
acc refCount oddsratio correctedpvalu count term pvalue Download Result Set
PW:0000482 20 18299213 1.71E-20 16 lipoprotein metabolic pathway 2.32E-23 to download the
PW-0001051 51 12 029166 1.60E-05 11 malaria pathway 2 17E-08 Its in the list i
PVV-0000498 10 6361314 2 47E-05 6 reverse cholesterol transport pathway 3 35E-08 results in the listin a
PW:0001346 10 63.61314 2. 4TE-05 6 cholesterol transport pathway 3.35E-08 .CSV format file.
PW-0000010 431 35837398 513E-05 30 lipid metabolic pathway 6.96E-08
sterol regulatory element-binding protein
PW-0000753 7 105289856 1.11E-04 5 signaling pathway 1.50E-07
PW-0000262 28 17167408 1.39E-04 8 altered metabolic pathway 1.88E-07
transcription factor mediated signaling
PW-0000716 463 32992704 2 51E-04 30 pathway 3 41E-07
transcription pathway via transcription factor
PW-0001313 463 3.2992704 251E-04 30 mediated signaling 341E-07
PW:0000502 70 8128531 4 92E-04 11 complement system pathway 6 68E-07
PW:0000465 563 29909434 5.93E-04 33 hormone signaling pathway 8. 05E-07
PW:0000474 72 7.8592806 6.60E-04 11 coagulation cascade pathway 8.95E-07
PW-0001371 10 42.094204 1.26E-03 5 basic helix-loop-helix signaling pathway 1.70E-06
PW-0000475 7 7257576 1.32E-03 11 hemostasis pathway 1. 7T9E-06
PW-0001093 18 21175182 1.86E-03 6 bile acid signaling pathway 2 52E-06
PW:0000728 22 15.870438 6.90E-03 & statin pharmacodynamics pathway 9.36E-06




