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hsa-miR-21  -0.278 -0.036 0.18 -0.272 0.168 -0.322
hsa-miR-214  0.193 -0.238 0.218 -0.106 0.2 -0.014
hsa-miR-221 -0.124 0.12 0.139 -0.17 0.36 -0.34
hsa-miR-222 -0.112 0.078 0.155 -0.113 0.276 -0.31
hsa-miR-223 -0.149 -0.236 -0.162 -0.178 -0.127 -0.23
hsa-miR-27a -0.175 0.072 -0.007 -0.208 -0.145 -0.317
hsa-miR-29a -0.12 0.18 -0.093 -0.216 -0.267 -0.41
hsa-miR-31  -0.113 -0.195 0.101 -0.126 0.067 -0.239
hsa-miR-34a -0.312 0.177 -0.024 -0.069 0.091 -0.288
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