
deepBlockAlign v1.0

Block group alignment: cluster-43-U44 with cluster-517-hsa-mir-421 (Score: 0.807805)

Block 1 Block 2

chr1:172101715 172101735 172101755 172101775

Block 1 Block 2

chrX:73354946 73354966 73354986 73355006 73355026

Table 1: Aligned Blocks
snoRNA CD miRNA

Block 1 Block 1
Block 2 Block 2

Block alignment:
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Block 1 with 1 (Score=0.14)

snoRNA_CD
miRNA
gaps
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Block 2 with 2 (Score=0.32)
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