
deepBlockAlign v1.0

Block group alignment: cluster-303-U20 with cluster-843-hsa-mir-371 (Score: 0.759263)

Block 1

Block 2

Block 3

chr2:232029399 232029419 232029439 232029459

Block 1

Block 2

Block 3

chr19:58982726 58982746 58982766 58982786 58982806

Table 1: Aligned Blocks
snoRNA CD miRNA

Block 1 Block 1
Block 2 Block 2
Block 3 Block 3

Block alignment:
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Block 1 with 1 (Score=0.23)
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Block 2 with 2 (Score=0.32)
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Block 3 with 3 (Score=0.44)
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