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[Abstract |
spontaneous abortion (RSA ) and healthy - control subjects. Methods: This study enrolled 3 patients with RSA who were admitted to

Objective: To analyze the differential expression of exosomal miRNAs deriving from plasma between recurrent

Nanjing Maternity and Child Health Care Hospital , and a cohort of 3 age and gestation-matched healthy-control subjects. Peripheral
blood samples were collected on the first day after curettage surgery. Trancmission electron microscopy was used to identify exosomes
derived from plasma samples. Sequencing was performed to identify the differentially expressed exosomal miRNAs between the RSA
group and the control group. Target gene prediction, gene ontology analysis, and pathway analysis were performed for miRNAs with
significant differential expression. All subjects provided written informed consent for their participation in the study. Results: By
comparing with the control group, 24 significantly differential expressed exosomal miRNAs were screened in RSA group, of which 11
were down-regulated and 13 up-regulated. Conclusion: The exosomes contain abundant miRNAs which expressions are significantly
different. These exosomal differential miRNAs may be a promising biomarker in the activation of RSA , needing further investigation.
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Figure 1 Morphology and particle size of exosome
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Table 1 The expression of miRNA in two groups

miRNA PValue log2FC regulated
hsa-miR-4791 0.024 6 8.4613 down
hsa-miR-493-3p 0.038 4 0.978 1 down
hsa-miR-183-5p 0.048 7 0.8212 up
hsa-miR-483-5p 0.049 7 -1.304 5 down
hsa-miR-206 0.040 7 -1.8773 up
hsa-miR-615-3p 0.0455 -2.4526 down
hsa-miR-149-5p 0.0352 -2.7247 up
hsa-miR-1299 0.003 2 -2.891 3 down
hsa-miR-5096 0.0189 -4.9204 down
hsa-miR-5585-3p 0.018 8 -8.5837 down
novel_miR_1076 0.0321 -8.398 8 down
novel_miR_1154 0.000 3 12.517 4 up
novel_miR_1164 0.038 6 -3.9294 down
novel_miR_1196 0.000 3 1.956 6 up
novel_miR_1204 0.0353 8.336 8 up
novel_miR_1279 0.038 9 8.659 4 up
novel_miR_1282 0.029 3 8.8210 up
novel_miR_152 0.001 4 117110 up
novel_miR_219 0.026 9 -4.2260 down
novel_miR_269 0.014 8 8.483 5 up
novel_miR_279 0.0202 -3.4519 down
novel_miR_291 0.044 7 8.166 9 up
novel_miR_820 0.028 7 53501 up
novel_miR_92 0.043 9 8.5373 up
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Figure 2 Heat map of differentially expressed miRNA be-

tween exo_control and exo_RSA exosomes
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Figure 3 GO analysis of target gene function of exosomal
miRNA
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Figure 4 Pathway analysis of target gene function of exo-
somal miRNA
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