
deepBlockAlign v1.0

Block group alignment: cluster-710-HBII-85-27 with cluster-163-hsa-mir-15a (Score: 0.754321)

Block 1 Block 2 Block 3

chr15:22897814 22897834 22897854 22897874 22897894

Block 1 Block 2

chr13:49521267 49521287 49521307

Table 1: Aligned Blocks
snoRNA CD miRNA

Block 2 Block 1
Block 3 Block 2

Block alignment:
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Block 2 with 1 (Score=0.42)
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Block 3 with 2 (Score=0.59)
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