
deepBlockAlign v1.0

Block group alignment: cluster-711-HBII-85-29 with cluster-669-hsa-mir-20a (Score: 0.692862)

Block 1 Block 2

Block 3

chr15:22902761 22902781 22902801 22902821 22902841

Block 1 Block 2 Block 3

chr13:90801301 90801321 90801341 90801361 90801381

Table 1: Aligned Blocks
snoRNA CD miRNA

Block 1 Block 2
Block 2 Block 3

Block alignment:
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Block 1 with 2 (Score=0.33)
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miRNA
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Block 2 with 3 (Score=0.13)
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