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Ob - eCt Table 1. 39 differentially expressed genes (DEGSs) between normal mothers
J and preeclampsia mothers (fold change 1.5 or more, p-value less than 0.5).
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Amniotic fluid Is collected from 16 asymptomatic Apaptatic process(0.08%)

mothers In the second trimester of pregnancy (15-20

|
weeks of pregnancy), and total RNA Is extracted after
confirming the occurrence of pr_eeclampsia. Libraries Hunoxia. Signaling. Pathwav(0.58%)
were prepared from total RNA using the NEBNext Ultra Cell migration(0,20%)
Il Directional RNA-Seqg Kit. High-throughput =
sequencing was performed as paired-end 100 inflammatory responsa(0, 15%)

Imrmune responsa(0, 082 )

sequencing using NovaSeq 6000 (lllumina, Inc., USA).
A quality control of raw sequencing data was

performed using FastQC (Simon, 2010) and the RC % of Each m Up Sianticant W Down Sianificant
(Read Count) data were processed based on 2-

FPKM+Geometric normalization method using EdgeR

within R (R development Core Team, 2020). 1.5-
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differentially expressed genes (DEGs) between normal g 3 = = % % 3 3 5 £ 3 &
mothers and preeclampsia mothers (fold change 1.5 or & § § 3 E 2 3 3 5 o >
more, p-value less than 0.5). The number of down- f v % 2 §F 8 é’ & g 2 ;l
regulated genes was 18. The up-regulated genes with B = T g S s &0 2 &
more than 2 fold were ABCG1, KRT24, SPRR2F and ’ . : * 3 ¢ & 3
BOLA1, and expression decreased by 0.5 fold or less ) ;. 2 3 G
were SNORA27 and FAM193. By Gene Category § %3

Chart analysis, these genes were confirmed to be
related to oxidative stress, estrogen receptor signaling

and hypoxia signaling pathway. Figure 2. STRING protein enrichment analysis

CDKN2AIP
SPRY2 BOLA1 @
¥ -
m mR'PK" m S’ ITRNR2LS
N = ADRBK2 m

EFS
)

Conclus

WNT9A

We have discovered 39 differentially expressed genes, @/@mm
and It Is necessary to confirm the role of these genes comnns (57
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