Table S1. List of miRNAs evaluated and corresponding TaqMan assay IDs
miRNA	TaqMan assay ID	Catalog Number
hsa-miR-512-3p	478971_mir 	A25576 
hsa-miR-515-5p	478147_mir	A25576
hsa-miR-526b-3p	478996_mir	A25576
hsa-miR-187-3p	477941_mir 	A25576 
hsa-miR-410-5p	478873_mir 	A25576 
hsa-miR-155-5p	483064_mir 	A25576 
hsa-miR-193a-5p	477954_mir 	A25576 
hsa-miR-455-3p	478112_mir 	A25576 
hsa-miR-99b-5p	478343_mir 	A25576 
hsa-miR-95-3p	478213_mir 	A25576 
hsa-miR-498-3p	483111_mir	A25576 
hsa-miR-375-3p	478074_mir 	A25576 





Table S2. Characteristics of candidate placental miRNAs from small RNA sequencing with the potential for being selected for RT-qPCR assessment
	Source
	miRNA_id
	baseMean
	log2FC
	SE
	W Stat
	pvalue
	padj
	direction
	regulation

	Batch 1
	hsa-miR-515-5p
	6968.15
	-1.087
	0.324
	-3.357
	0.001
	0.190
	Down
	Not significant

	Batch 1
	hsa-miR-382-3p
	9.59
	1.172
	0.381
	3.078
	0.002
	0.246
	Up
	Not significant

	Batch 1
	hsa-miR-526b-3p
	63.37
	-1.236
	0.419
	-2.951
	0.003
	0.246
	Down
	Not significant

	Batch 1
	hsa-miR-95-3p
	284.23
	1.148
	0.401
	2.865
	0.004
	0.246
	Up
	Not significant

	Batch 1
	hsa-miR-410-5p
	14.73
	1.200
	0.483
	2.481
	0.013
	0.326
	Up
	Not significant

	Batch 1
	hsa-miR-187-3p
	17.14
	1.013
	0.440
	2.302
	0.021
	0.326
	Up
	Not significant

	Batch 1
	hsa-miR-146a-5p
	104.29
	1.026
	0.471
	2.176
	0.030
	0.362
	Up
	Not significant

	Batch 1
	hsa-miR-223-5p
	16.24
	1.404
	0.647
	2.170
	0.030
	0.362
	Up
	Not significant

	Batch 1
	hsa-miR-210-3p
	2152.08
	1.103
	0.520
	2.120
	0.034
	0.373
	Up
	Not significant

	Batch 2
	hsa-miR-375-3p
	284.13
	3.253
	0.596
	5.461
	0.000
	0.000
	Up
	Upregulated

	Batch 2
	hsa-miR-193a-5p
	5529.70
	1.899
	0.417
	4.558
	0.000
	0.001
	Up
	Upregulated

	Batch 2
	hsa-miR-590-3p
	20.34
	2.966
	0.812
	3.654
	0.000
	0.048
	Up
	Upregulated

	Batch 2
	hsa-miR-223-3p
	36.33
	1.288
	0.377
	3.418
	0.001
	0.087
	Up
	Not significant

	Batch 2
	hsa-miR-29a-3p
	17225.25
	-1.264
	0.421
	-3.001
	0.003
	0.298
	Down
	Not significant

	Batch 2
	hsa-miR-145-3p
	7.99
	-3.462
	1.182
	-2.928
	0.003
	0.315
	Down
	Not significant

	Batch 2
	hsa-miR-331-3p
	26.76
	1.804
	0.631
	2.861
	0.004
	0.334
	Up
	Not significant

	Batch 2
	hsa-miR-29c-3p
	2334.54
	-1.403
	0.499
	-2.811
	0.005
	0.342
	Down
	Not significant

	Batch 2
	hsa-miR-3605-5p
	8.99
	-2.549
	0.938
	-2.717
	0.007
	0.406
	Down
	Not significant

	Batch 2
	hsa-miR-887-3p
	6.15
	-2.649
	1.008
	-2.629
	0.009
	0.431
	Down
	Not significant

	Batch 2
	hsa-miR-498-3p
	69.63
	-1.548
	0.598
	-2.588
	0.010
	0.446
	Down
	Not significant

	Batch 2
	hsa-miR-515-5p
	2230.45
	1.173
	0.475
	2.467
	0.014
	0.539
	Up
	Not significant

	Batch 2
	hsa-miR-1226-3p
	99.66
	1.204
	0.495
	2.432
	0.015
	0.544
	Up
	Not significant

	Batch 2
	hsa-miR-628-3p
	8.84
	-2.648
	1.106
	-2.395
	0.017
	0.544
	Down
	Not significant

	Batch 2
	hsa-miR-374a-3p
	6.54
	3.873
	1.647
	2.352
	0.019
	0.544
	Up
	Not significant

	Batch 2
	hsa-miR-574-5p
	16892.46
	1.064
	0.466
	2.280
	0.023
	0.561
	Up
	Not significant

	Batch 2
	hsa-miR-4728-5p
	40.37
	1.972
	0.869
	2.268
	0.023
	0.561
	Up
	Not significant

	Batch 2
	hsa-miR-3679-5p
	282.24
	1.166
	0.525
	2.219
	0.026
	0.611
	Up
	Not significant

	Batch 2
	hsa-miR-150-3p
	5.23
	2.343
	1.079
	2.172
	0.030
	0.626
	Up
	Not significant

	Batch 2
	hsa-miR-23a-5p
	27.61
	1.380
	0.641
	2.154
	0.031
	0.626
	Up
	Not significant

	Batch 2
	hsa-miR-6805-5p
	8.53
	2.542
	1.191
	2.133
	0.033
	0.626
	Up
	Not significant

	Batch 2
	hsa-miR-6777-5p
	21.54
	1.391
	0.661
	2.105
	0.035
	0.626
	Up
	Not significant

	Batch 2
	hsa-miR-324-3p
	32.60
	1.057
	0.506
	2.089
	0.037
	0.626
	Up
	Not significant

	Batch 2
	hsa-miR-3925-5p
	3.28
	-4.137
	1.987
	-2.081
	0.037
	0.626
	Down
	Not significant

	Batch 2
	hsa-miR-23b-5p
	6.67
	-2.427
	1.173
	-2.070
	0.038
	0.626
	Down
	Not significant

	Batch 2
	hsa-miR-4725-3p
	15.13
	2.210
	1.080
	2.047
	0.041
	0.631
	Up
	Not significant

	Combined analysis
	hsa-miR-155-5p
	1627.82
	1.259
	0.310
	4.061
	0.000
	0.024
	Up
	Upregulated

	Combined analysis
	hsa-miR-375-3p
	164.98
	1.529
	0.459
	3.332
	0.001
	0.166
	Up
	Not significant

	Combined analysis
	hsa-miR-498-3p
	38.95
	-1.055
	0.360
	-2.930
	0.003
	0.166
	Down
	Not significant

	Combined analysis
	hsa-miR-92b-5p
	47.77
	1.250
	0.454
	2.753
	0.006
	0.166
	Up
	Not significant

	Combined analysis
	hsa-miR-410-5p
	10.84
	1.430
	0.536
	2.666
	0.008
	0.180
	Up
	Not significant

	Combined analysis
	hsa-miR-6777-5p
	10.97
	1.135
	0.461
	2.463
	0.014
	0.253
	Up
	Not significant

	Combined analysis
	hsa-miR-514a-5p
	17.00
	1.762
	0.812
	2.169
	0.030
	0.334
	Up
	Not significant

	Combined analysis
	hsa-miR-4725-3p
	11.13
	1.198
	0.580
	2.067
	0.039
	0.378
	Up
	Not significant



Source: The dataset from which the miRNA sequence was derived; miRNA_id: The unique standardized identification name for the specific microRNA from miRBase; baseMean: The average of the normalized read counts across all samples; log2FC: log2 (fold change), the logarithmic (base 2) transformation of the fold change in expression between transmitting and non-transmitting groups; a positive value indicates higher expression in the transmitting group; a negative value indicates lower expression. SE: Standard error of the log2 (fold change) estimate; W Stat: The test statistic calculated from the Wald test in differential expression workflows using DESeq2. pvalue: The raw, unadjusted nominal p-value; padj: Adjusted p-value using the Benjamini-Hochberg false discovery rate procedure to account for multiple hypothesis testing across sequenced miRNAs. direction: A categorical marker indicating the mathematical direction of change, "Up” = upregulated, “Down” = downregulated;  regulation: Expression changes were classified as “Significant” for miRNAs that met a dual threshold of adjusted p-value ≤ 0.05 and absolute log2FC ≥ 1. Cases with adjusted p-value  0.05 were classified as “Not significant”. Statistical analysis was performed using DESeq2, and p-values were adjusted for multiple testing using the Benjamini-Hochberg False Discovery Rate (FDR) method.

Table S3. geNorm expression stability ranking of miRNAs evaluated for RT-qPCR normalization. 
	Rank
	miRNA
	M value

	1
	hsa-miR-512-3p
	0.478

	2
	hsa-miR-526b-3p
	0.483

	3
	hsa-miR-99b-5p
	0.508

	4
	hsa-miR-515-5p
	0.558

	5
	hsa-miR-95-3p
	1.097

	6
	hsa-miR-410-5p
	1.329

	7
	hsa-miR-498-3p
	1.559

	8
	hsa-miR-375-3p
	1.687

	9
	hsa-miR-155-5p
	1.759

	10
	hsa-miR-187-3p
	1.821

	11
	hsa-miR-193a-5p
	1.889

	12
	hsa-miR-455-3p
	2.362


M values were calculated using the geNorm algorithm. Lower M values indicate greater expression stability. According to the interpretation thresholds proposed by Hellemans et al. (2007) (28), M values <0.5 are typically observed in homogeneous sample panels.

