Block alignment:

Normalized Read Count

deepBlockAlign v1.0

Block group alignment: cluster-557-U38B with cluster-822-hsa-mir-519¢ (Score: 0.669391)

Block 1 Block 2

Block 3

chr19:588é1529 5888‘1549

Block 1

58881569

58881580 58881609

Block 3

chr1:45016649

45016669

45016689 45016709

Table 1: Aligned Blocks

snoRNA_CD | miRNA
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Block 2 Block 3

Block 1 with 2 (Score=0.21)
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Block 2 with 3 (Score=0.14)
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