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Fig.1 Relative miR-197 expression in the uterine

leiomyomas tissues and paired normal myometrium
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Fig. 2 Conservative analysis of hsa-miR-197

3.3 hsa-miR-197 B#BE F F i) A 25 RIS 4, B JF 2 S8 W A, kAR
MiRanda ,MirTarget2 % TargetScan TRl 4L 45 75 ML LA, 343 70 /Y hsa-miR-197 #
P ST 3R 7 6444 320 SR 2174 3FpEE . LR 1,

F1 E5 T hsa-miR-197 $BE [F
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Fig.4 Pathway analysis of candidate target genes of hsa-miR-197
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The expression mode of hsa-miR-197
in uterine leiomyomas tissue and
related bioinformatics analysis

Xu Qing, Fu Ziyi, Wu Xiaoli, Huangfu Yushuang,
Ling Jing

(Gynecology of Affiliated Nanjing Maternal and Child Health Hospital, Nanjing Medical University, Nanjing
210004, China)

[Abstract]

We performed Real-time PCR to detect the hsa-miR-197 expression levels in ute-

rine leiomyomas tissues and paired normal myometrium separately; online databases including
miRbase, UCSC, NCBI are employed to analysis the sequence conservation and genetic char-
acteristics of hsa-miR-197; miRNA databases such as miRanda, MirTarget2 and TargetScan
are chosen to predict hsa-miR- 197 target genes; meanwhile, the intersection genes of these
miRNA databases are chosen, and GO and Pathway analysis of these genes are carried out to
explore the potential role of hsa-miR-197 playing in regulating the uterine leiomyomas occur-
rence and development. hsa-miR-197 functions in broad ground and participates in uterine leio-
myomas multiple biology progress, which indicates that hsa- miR- 197 could regulate uterine
leiomyomas occurrence and development.
[Key words] uterine leiomyomas; hsa-miR-197; bioinformatics analysis; target genes

104 FRETITERZE



