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Elucidation of molecular pathogenesis of interstitial cystitis based on microRNA
expression signature
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We created the microRNA (miRNA) expression signature by using interstitial
cystitis (IC) clinical specimens. Analysis of our signature revealed that a total of 366 miRNAs (203
downregulated and 163 upregulated) were aberrantly expressed in IC tissues. In particular, miR-320
family miRNAs (miR-320a, miR-320b, miR-320c, miR-320d and miR-320e) had downregulated expression in
IC tissues. Genome-wide gene expression analyses and in silico database analyses showed that three
transcription factors, E2F-1, E2F-2 and TUB, are regulated by miR-320 family miRNAs. Immunostaining
of IC tissues confirmed that these transcription factors are overexpressed in IC tissues.
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miRMNA Locus LogFC PValue FOR

. chr18:19408976-19408997
hsa-miR-1 chr20-61151558-61151579 -11.6127553  5.01E-35 2.31E-33

. chr1:117214409-117214430
hsa-miR-320b chrl-224444751-224444772 -9.75050559  313E-185  2.01E-182
hisa-miR-206 chr6:52009199-52009220 -8.80501163  1.30E-33 5.87E-32

. chr18:19263520-19263539
hsa-miR-320c chr18-21901680-21901699 -8.46345695 3.99E-184  2.06E-181
hsa-miR-23b-5p chra:97847509-97847530 -8.4344279  TE9E141 21VE-138
hsa-miR-185-5p chr22:20020676-20020697 -7.63855032 1.36E-205 1.1VE-202
hsa-miR-107 chr10:91352513-91352535 -7.20622575 0 0
hsa-miR-320a chrg:22102488-22102509 -6.96040067 9.58E-150  3.08E-147
hsa-miR-4732-50 chr17:27188718-27188740 -5.84346767  1.20E-28 4. 53E-27
hsa-miR-378g chr1:95211436-95211455 -B.771734 1.18E-23 3.74E-22
hsa-miR-193b-3p chr16:14397837-14397858 -6.69333043  5.00E-80 9.90E-78
hsa-lef-7b-5p chr22:46509571-46509592 -6.68695305 343E-285 4.41E-282
hsa-lef-7c-5p chr21:17912158-17912179 -6.59513023 4.81E-184  2.07E-181
hsa-miR-139-3p chr11:72326110-72326132 -6.53182382 1.34E-95 3.14E-93
hsa-miR-5010-50 chr17:40666226-40666247 -6.5095352  3.60E-19 9.29E-18
hsa-lef-7e-5p chr19:52196046-52196067 -5.43238405  3ATVE-ET 3.03E-55
hsa-miR-92b-5p chr1:155164987-155165008 -5.12493967  6.59E-38 3. 40E-36
hsa-miR-320e chr19:47212551-47212568 -5.96248147  1.35E17 3.21E-16

chr9:96938635-96938656
hsa-lef-7f-3p chiX-53584207-53584228 -5.90219762  1.80E-94 3.85E-92
hsa-miR-140-3p chri16:69967045-69967065 -5.81398525 4 32E-157  1.59E-154
RNA miR-141-5p miR-141-
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