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Supplementary Figure S2: Complete Gene Ontology (GO) Enrichment Analysis
Results.

This figure presents the full results of the Gene Ontology (GO) enrichment analysis
for genes located proximally to TEs in the O. mykiss genome. The data is visualized
as a comprehensive dot plot, which displays all significantly enriched GO terms
across the three main domains: Biological Process, Molecular Function, and Cellular
Component. Each dot represents a GO term, with its position on the x-axis indicating
the enrichment score, its color representing the statistical significance (p-value), and
its size corresponding to the number of genes associated with that term. An
accompanying table lists all enriched terms, their associated p-values, and the
specific genes identified. This provides full transparency of the analysis and serves
as a rich dataset for exploring the broader functional implications of TE insertions

beyond the top-level categories discussed in the main text.



GO Terms

Complete Gene Ontology (GO) Enrichment Analysis Results
Genes Proximal to TEs in Oncorhynchus mykiss Genome

GO:0005829: cytosol

GO:0005634: nucleus

GO:0005622: intracellular

GO:000581 3: centrosome

GO:0005856: cytoskeleton

GO:0005794: Golgi apparatus

GO:0005886: plasma membrane

GO:0005654: nucleoplasm

GO:001 6604 nuclear body

GO:0000307: cyclin-dependent protein kinase holoe_.
GO:0005730: nucleolus

GO:0005783: endoplasmic reticulum

GO:0016020: membrane

GO:0005840: ribosome

GO:0030529: ribonucleocprotein complex
GO:0005819: spindile

GO:0005739: mitochondrion

GO:0005737: cytoplasm

GO:0005743: mitochondrial inner membrane
GO:0005777: peroxisome

GO:0000775: chromosome, centromeric region
GO:0000723: condensed chromosome

GO:0000785: chromatin

GO:0005667: transcription factor complex
GO:0005694: chromosome

GO:0004386: helicase activity

GO:0042802: identical protein binding

GO:0016491: oxidoreductase activity

GO:0008233: peptidase activity

GO:0008270: zinc ion binding

GO:000451 8: nuclease activity

GO:0003676: nucleic acid binding

GO:0005524: ATP binding

GO:0046872: metal ion binding

GO:0016787: hydrolase activity

GO:0000981: DMNA-binding transcription factor acti...
GO:20019904: protein domain specific binding
GO:0005515: protein binding

GO:0043565: sequence-specific DMNA binding
GO:0003690: double-stranded DMNA binding
GO:0003723: RMNA binding

GO:0000166: nucleotide binding

GO:001 6740 transferase activity

GO:0004672: protein kinase activity

GO:0004674: protein serine/threonine kinase activity
GO:0003887: DMNA-directed DMA polymerase activity
GO:0003677: DNA binding

GO:0003700: DMNA-binding transcription factor acti...
GO:0008134: transcription factor binding
GO:0003682: chromatin binding

GO:0042981: regulation of apoptotic process
GO:0009615: response to virus

GO:0048513: animal organ dewvelopment
GO:0006952: defense response

GO:0009653: anatomical structure morphogenesis
GO:0045087: innate immune response

GO:0016477: cell migration

GO:0008283: cell proliferation

GO:0007275: multicellular organism development
GO:0007049: cell cycle

GO:0006915: apoptotic process

GO:0006950: response to stress

GO:0002376: immune system process

GO:0051 276 chromosome organization
GO:0030154: cell differentiation

GO:0007399: nervous system development
GO:00458468: cell development

GO:0006310: DNA recombination

GO:0006355: regulation of transcription, DNA-temp...
GO:0006351: transcription, DMNA-templated
GO:0006357: regulation of transcription by RMNA po_.
GO:0006281: DNA repair

GO:0000122: negative regulation of transcription ...
GO:0045944: positive regulation of transcription ...
GO:0006974: cellular response to DMNA damage stimulus

Complete Gene Ontology (GO) Enrichment Analysis Results
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ENRICHMENT STATISTICS SUMMARY

Total Significant Terms: 75
Biological Process: 25 terms
Molecular Function: 25 terms
Cellular Component: 25 terms

Enrichment Score Range: 1.54 - 7.32
P-value Range: 8.36e-07 - 4.97e-03
Gene Count Range: 8 - 79 genes

Top Enriched Categories:
DNA binding and transcription regulation
Chromosome organization and chromatin
Cell cycle and DNA repair processes
Developmental and differentiation pathways

Biological Process

Distribution of Enriched Terms
by GO Domain

Cellular Component

Maolecular Function

Top 10 Enriched GO Terms

GO ID Description Domain Enrichment P-value Genes
G0:0006974 cellular response| Bi 7.32 9.74e-05 79
G0:0005694 chromosome Ce 7.25 1.53e-05 78
G0:0003682 chromatin bindin| Mo 7.06 2.12e-05 33
G0:0008134 transcription fac{ Mo 7.00 1.42e-05 26
G0:0045944 positive regulatid Bi 6.79 2.25e-06 38
G0:0000122 negative regulatip Bi 6.68 8.51e-05 24
G0:0006281 DNA repair Bi 6.51 1.17e-05 22
G0:0006357 regulation of trar] Bi 6.51 5.78e-05 43
G0:0005667 transcription facy Ce 6.22 9.37e-05 71
G0:0003700 DNA-binding tra Mo 6.00 4.77e-05 49

Distribution of Enrichment Scores
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