
Transcriptome studies are widely used to gain insights into tissue-specific
biological processes. Although advances in sequencing technologies have
greatly improved precision and throughput, the interpretation of read counts
into biological knowledge remains a major bottleneck in transcriptomics. Us-
ing the mouse vomeronasal organ (VNO), a subject of research since the 19th
century, I apllied three different ontology tools STRING, PANTHER, and
clusterProfiler to investigate sexual dimorphism in gene expression within
the Biological process and Molecular function categories, in comparison to
the main olfactory epithelium (OE). Three distinct filtering strategies for se-
lecting differentially expressed genes were employed: (i) adjusted p-value,
(ii) log-fold change combined with p-value, and (iii) selection of the top
most abundant genes. The overrepresentation analyses across the three tools
showed only limited consensus. Overall, the VNO exhibited greater sex-
related differences than the OE. In females, enrichment of the lipocalin family
was identified, suggesting sexually dimorphic biological processes. However,
current Gene Ontology annotations do not fully capture this biological real-
ity.


