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Supplementary Figure 1 Clustering Analysis in Human Transcriptome Sequencing Analysis. The results of clustering analysis between the left ovary and right ovarian endometrial cyst and between the left and right fimbrae are shown. Each analysis classifies the samples into five clusters. FT, fimbrae; SeV, Sendai virus; Ovn, ovary; OvEndo, ovarian endometrial cysts.


























Supplementary Table 1: Read Length and Number of Assembled Transcripts in Human Transcriptome Sequencing Analysis for Each Cell Line
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Supplementary Table 2: Human Transcriptome Sequencing Analysis
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The genes MMP1, PAPPA, and CXCL1 in the rt. OvEndo was expressed at levels more than twice as high as those of lt. Ovn
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Sample Direction Original Modified Ratio (%)
Read length(bp) ~ No. of reads No. of reads Wi Cngiral)

It. Ovn SeV+ Forward 101 30,279,463 30,263,950  99.95

Reverse 101 30,279,463 30,263,950  99.95
. OvEndo Sev+  Forward 101 31,258,135 31,226,627  99.90

Reverse 101 31,258,135 31,226,627  99.90
It FT SeV+ Forward 101 31,335,181 31,298,396  99.88

Reverse 101 31,335,181 31,298,396  99.88
it FT SeV+ Forward 101 31,357,543 31340422 99.95

Reverse 101 31,357,543 31,340,422 9995
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Genes with more than 2-fold difference in expression
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