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Abstract: POP refers to a pelvic floor structure support disorder that visceras in the female pelvic cavity move down
along its normal position. However, there is no radical cure for it. So it is a significant research to inquire the patho-
genesis of POP. From the information already in hand, we know that LOXL1 knock-down mouse will always produce
POP after delivery. In the meantime, the expression of TGF-f has a strong relationship with the severity of POP. On the
basis of the data already known, we search for the massive data on the Internet and chose two data sets to do the analy-
sis. As for data mining, we do correlation analysis and cluster on the microarrays that we had chosen. Finally, to show it
more clearly, we set up a biology network. We found that TGF-£ can regulate the expression of LOXL1 through the
smad and non-smad pathways, meanwhile, LOXLI1 is involved in the formation of focal adhesion and the crosslinking
between elastin and collagen.
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Figure 1. The flow & result of gene correlation analysis
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Figure 2. The Venn diagram for two microarrays
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Table 1. Annotation result of the 15 genes

£ 1. 15 MERAMTRER

Gene name CYTOBAND Extracellular_region Signal Interal to membrane Transmembrane AP1 in promoter
GPRS8 1p21.3 N N
FMOD 1q32 N N
COLI16A1 1p35 - p34 J N N
MFAP2 1p36.1 - p35 J N N
MMP23B 1p36.3, 1p36.33 \ N N N
HSD11BI 1q32-g41 N yJ N
COLSAI 3q12.3 \ N N
LOX 5q23.2 v N
SPARC 5931.3 - q32 J N N
MTHFDIL 6q25.1 N
CYORF10 Tpl4.1 N
MPP6 Tpl5
ITGBLI 13¢33 \ N N N
LOXL2 15924 - q25, 15q22 \ N N
MYH3 17p13.1 N
COLIA1 17921.33 \ N N
RCN3 19q13.33 N N
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Figure 3. Hierachical clustering
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Figure 4. TF bind to promoter region of LOXL1
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