von Willebrand factor
UDP-glucuronosyl/UDP-glucosyltransferase family—containing -
Trypsin Inhibitor-like -

Transthyretin—like family—containing protein 10 -
Sulfotransferase family—containing -

Sterol-sensing domain -

sgpf-5 4

sgpf-2 4

SCP/TAP 4

Retrotransposon

Protein tyrosine phosphatase -

Protein of unknown function DUF273 family—containing protein 82 |
Protein lethal(2)essential for life 73 ~

Prolyl endopeptidase 70 - °

Peptidase M14

Neurotransmitter—gated ion—channel transmembrane domain -~
Nematode cuticle collagen -

Lipase EstA/Esterase EstB family—containing

Lipase -

Hypothetical protein 8 -

Hypothetical protein 4 -

Hypothetical protein 39 ~

Hypothetical protein 3 -

Hypothetical protein 20

Hypothetical protein 2

Hypothetical protein 18 —

Hypothetical protein 17 =

Hypothetical protein 15 ~

Hypothetical protein 12

Hypothetical protein 11

Histone-lysine N-methyltransferase -

Gamma-aminobutyric acid A receptor/Glycine receptor alpha family - @ o 0.01
G protein—coupled receptor

Collagen alpha-5(1V/) chain - 0.02

Atrial natriuretic peptide receptor 1 4

) L)
Astacin - , , 0.03
Acetylcholinesterase -
T T
PC1 PC2

Set Size
- 10
® 50
° @ 100

@ 200

Normalized
Enrichment
Score

LN

Family ID

Adjusted p-value

0 © ¢ Q- ©
..0.. XY

Figure S6. Gene families enriched in genes contributing to S. stercoralis PC1 and PC2 identity. Bubble plot displaying
results of gene set enrichment analysis (GSEA) of genes contributing to the identity of principal components 1 and 2. Values
used to rank genes for GSEA analysis are PC1 and PC2 scores; the two ranked lists were analyzed independently, then
merged for plotting. Gene families used in GSEA analysis are from a parasite Ensembl Compara gene family database (Hunt
et al, 2016). Color scale represents the normalized enrichment score (NES), which indicates the degree to which elements of
the gene set are over-represented among genes displaying large contributions to PC1 or PC2 identity. Direction of the
contribution to PC identity (negative versus positive PC score) is indicated by hue (blue versus red). For PC1, positive values
(red hue) indicates gene sets that contribute to “larval” identity; negative values (blue hue) indicates gene sets that contribute
to “adult” identity. For PC2, hue colors indicate “parasitic’ (red) and “non-infectious” identities (blue). Opacity reflects the
estimated significance level of the enrichment score, adjusted for multiple hypothesis testing. The size of dots reflects the
number of genes included in the gene set. Gene sets named sgpf-1 to sgpf-6 are novel Strongyloides genome project families
(Hunt et al, 2016).



