Expression of hsa-mir-452 in COAD dataset
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Expression of hsa-mir-215 in COAD dataset
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Expression of hsa-mir-21 in COAD dataset
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Expression of hsa-mir-483 in COAD dataset
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Expression of hsa-mir-224 in COAD dataset
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Expression of hsa-mir-552 in COAD dataset
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Expression of hsa-mir-708 in COAD dataset
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Expression of hsa-mir-25 in COAD dataset
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Expression of hsa-mir-130b in COAD dataset
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Expression of hsa-mir-193b in COAD dataset
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Expression of hsa-mir-188 in COAD dataset
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