SUPPLEMENTARY FIGURES

A Functional annotation of DEGs in 63 Low-HNRNPA2B1 vs. 64 High-HNRNPA2B1 EU samples B Functional annotation of DEGs in 23 Low-HNRNPA2B1 vs. 23 High-HNRNPA2B1 EC samples
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Supplementary Figure 1. The GO and KEGG analysis of DEGs in low-expression vs. high-expression of HNRNPA2B1 or
HNRNPC EU and EC samples. The top 10 enriched BP terms and KEGG pathways of DEGs in low-HNRNPA2B1 vs. high-HNRNPA2B1 EU (A)
and EC(B) samples. The top 10 enriched BP terms and KEGG pathways of DEGs inlow-HNRNPCvs. high-HNRNPCEU (C) and EC(D) samples.
The length of the horizontal bar re presents the Enrihcr combined score of enriched entries. All entries were ranked by p-value in the
ascendingorder. GO, gene ontology; KEGG, Kyoto Encyclopedia of Genes and Genomes; DEG, differentially expressed genes; EU, e utopic
endometrium; EC, ectopic endometrium.
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A 3L and 64 Hg EU samples n the training dataset
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Supplementary Figure 2. The correlation analysis of HNRNPA2B1 and HNRNPC with infiltrating immune cells in EMs. The
Spearman correlation analysis of the expression of HNRNPA2B1 and ssGSEA score of 15 other kinds of immune cellsinthe EU (A) and EC (C)
samples. The Spearman correlation analysis of the expression of HNRNPCand ssGSEA score of 15 other kinds ofimmune cells in the EU (B)
and EC(D) samples. M1, macrophagestype 1; M@2, macrophagestype 2;iDC, immature dendriticcells; mDC, mature dendritic cells; NK,
Natural killer cells; MC, mast cells; EN, Eosinophils; NT, Neutrophils. * p < 0.05; ** p < 0.01; *** p < 0.001.
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A 63 Low-HNRNPA2B1 vs. 64 High—-HNRNPA2B1 EU samples in the training dataset
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B 63 Low-HNRNPC vs. 64 High—HNRNPC EU samples in the training dataset
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C 23 Low—-HNRNPA2B1 vs. 23 High—-HNRNPA2B1 EC samples in the training dataset
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Supplementary Figure 3. The association of HNRNPA2B1 and HNRNPC with infiltrating immune cells in EMs. (A-D)
Differentially expressed MCP-counter s cores ofseveral kinds ofimmune cells between low-HNRNPA2B1 vs. high-HNRNPA2B1 EU samples,
and low-HNRNPCvs. high-HNRNPCEU samples, low-HNRNPA2B1 vs. high-HNRNPA2B1 ECsamples, and low-HNRNPC vs. high-HNRNPC EC
samples (‘Wilcox. Test’). EMs, endometriosis; MCP, Microenvironment Cell Populations; EU, eutopic endometrium; EC, ectopic
endometrium. NS - not significant, * p <0.05; ** p <0.01, *** p <0.001.
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63 Low-HNRNPA2B1 and 64 High-HNRNPA2B1 EU samples in the training dataset
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Supplementary Figure 4. The correlation analysis of HNRNPA2B1 and HNRNPC with infiltrating immune cells in EMs. The
Spearman correlation analysis of the expression of HNRNPA2B1 and the MCP-counter scores of several kinds ofimmune cells in the EU (A)
and EC(C) samples. The Spearman correlation analysis ofthe expression of HNRNPC and the MCP-counter s cores of several kinds of immune
cellsinthe EU (B) and EC (D) samples. MCP, Microenvironment Cell Populations; EU, eutopic endometrium; EC, ectopic endometrium.
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