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Supplementary Figure 1: In the preliminary 3D-ET reconstruction A) the ratio between

stromal and epithelial cells was observed at D3 after seeding. At this stage, 3d-ETs from all ratios

began illustrating gland-like structures. B) The gland-like structures exhibited continued growth,

eventually developing into hollow structures. C) At D10 of culture, all 3D-ET initial cell ratios

exhibited pigmentation in the glands, indicating glandular apoptosis. However, at seeding ratios

of 1:5 and 1:10, the apoptotic effect was more pronounced than at the 1:1 ratio.

Supplementary Figure 2: displays examples of endometrial tissue post-biopsy

specifically selected as exhibiting normal healthy endometrium (grade 1) according to Kenney,

1986. The figures illustrate either a normal endometrium or mild focal inflammation or fibrosis.
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Supplementary Figure 3: The homology of eight inflammatory cytokines in response to

LPS induction was investigated. Utilizing the Human Th Cytokine Panel 13-plex assay from

Biolegend, USA, and employing flow cytometry analysis on a BD FACS Calibur instrument from

Becton Dickinson, USA, we found interesting parallels between equine and human sequences.

Specifically, the percent homology was highest for IFNY (67%), IL13 (69%), IL5 (73%), IL10

(81%), IL6 (67%), and TNF-a (87%),

IL2 (64%)consistent with previous observations by

Scheerlinck in 1999. (It's noteworthy that >60% homology suggests potential cross-reactivity with

cytokines). While our study encompassed the examination of eight cytokines, particular emphasis

was placed on IL6, which emerged as a pivotal cytokine of interest.



