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Figure 1: The binding sites of hsa_circRNA 001481 with hsa-miR-1252-5p, are shown in 2D structure interactions
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Figure 2: The binding sites of hsa_circRNA 001481 with hsa-miR-4644 along with predicted tool and Local AU
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Figure 3: The binding sites of hsa_circRNA 001481 with hsa-miR-548m are presented.
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Figure 4: The binding sites of hsa_circRNA 001481 with miRNA (hsa-miR-6758-5p) response elements (MRE)
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Figure 5: The binding sites of hsa_circRNA 001481 with hsa-miR-6797-5p response elements
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Figure 6: The binding interactions of hsa_circRNA_ 000479 with hsa-miR-942-5p response elements
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Figure 7: The binding interactions of hsa_circRNA 000479 with hsa-miR-4753-3p response elements
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Figure 8: The binding interactions of hsa_circRNA 000479 with hsa-miR-6873-3p response element
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Figure 9: The binding interactions of hsa_circRNA_ 000479 with hsa-miR-6739-3p response element
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Figure 10: The binding interactions of hsa_circRNA 000479 with hsa-miR-6809-3p response element



