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Abstract: Objective To discover tissue specific genes in correlation to fetal aberration in amniotic fluid
cell free RNA via bioinformatics analysis. Methods Data of gene expression in normal tissues were download-
ed from Human Protein Atlas database. Amniotic fluid free RNA array data of Down's syndrome, Edwards
syndrome,and normal fetus were downloaded from Gene Expression Omnibus database respectively. R lan-
guage was employed to analyze the tissue-specific genes in the normal tissue expression data. Limma package
was used to analyze the differentially expressed genes of Down's syndrome and Edward’s syndrome. The tis-
sue-specific differentially expressed genes were obtained from the intersection of above two sets. Results
Compared with normal fetus, 717 differential genes were screened from Down’s syndrome,1 038 differential
genes were found in Edwards syndrome, 71 genes were common differential genes. DOK7, ARHGEF39,
FAMI111B,CCHCR1,R3HDML, WNK3, FIBCD1, SMIM10L2B and SMIM10LL2A were tissue-specific differ-
entially expressed genes, which involve multiple tissues development such as brain, thyroid, testis and diges-
tive tract. Conclusion Combination of differential expression gene analysis and tissue-specific gene is a feasi-
ble method to screen the markers of fetal dysplasia in amniotic fluid free RNA.
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