
deepBlockAlign v1.0

Block group alignment: cluster-216-U8 with cluster-923-hsa-mir-16-2 (Score: 0.883556)

Block 1

Block 2

Block 3

Block 4

chr17:8017495 8017515 8017535 8017555 8017575

Block 1

Block 2

Block 3

Block 4

chr3:161605235 161605255 161605275 161605295 161605315

Table 1: Aligned Blocks
snoRNA CD miRNA

Block 1 Block 1
Block 2 Block 2
Block 3 Block 3
Block 4 Block 4

Block alignment:
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Block 1 with 1 (Score=0.50)
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Block 2 with 2 (Score=0.73)
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Block 3 with 3 (Score=0.58)
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Block 4 with 4 (Score=0.92)
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