Dissecting Secretory Endometrial Immunity in Reproductive Failure: A Meta-Analysis of
Gene Expression in Recurrent Pregnancy Loss and Recurrent Implantation Failure
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Figure. Bulk Tissue Deconvolution. Immune Cell Proportions by Sample

Recurrent pregnancy loss (RPL) and recurrent implantation failure
(RIF) are often evaluated and treated similarly in the clinical setting. It
IS believed that endometrial immune cell perturbations play a role in
both conditions. However, there is limited understanding regarding how
the immunologic profiles of these two conditions compare.

OBJECTIVE

To compare endometrial gene expression profiles of immune cell types
between subjects with RPL, RIF, and healthy controls.

METHODS

* A meta-analysis of gene expression studies was conducted. Whole
tissue microarray and RNA sequencing (RNA-seq) studies of
secretory endometrial biopsies from subjects with RPL, RIF, and
healthy controls were compiled from the Gene Expression Omnibus

Table. Immune Cell Average Proportions and Ratios by Phenotype

A total of 170 control, 165 RIF, and 64 RPL samples were compiled
from six microarray and five RNA-seq databases for this analysis.
Compared to controls, endometrial samples from subjects with RIF
contained lower proportions of CD8 T cells (RR 0.72, p<0.001) and
NK1 cells (RR 0.65, p<0.001), and higher proportions of NK2 (RR
1.31, p=0.005) and NK3 (RR 1.23, p=0.02) cells.

Compared to controls, endometrial samples from subjects with RPL
had lower proportions of CD8 T cells (RR 0.57, p<0.001) and
regulatory T cells (RR 0.69, p=0.001).

CONCLUSION

Differences in immune cell concentrations between RPL and RIF may
be indicative of different immunologic mechanisms contributing toward
the development of these conditions. These findings warrant further
investigation into differences in cell-type interactions between each
condition.
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