deepBlockAlign v1.0

Block group alignment: cluster-115-U27 with cluster-49-hsa-mir-181b-1 (Score: 0.872690)

chr1:197094639 197094659 197094679 197094699

Block 1 Block 2

chr11:62379063 62379083 62379103 62379123

Table 1: Aligned Blocks
snoRNA_CD | miRNA
Block 1 Block 1
Block 2 Block 2

Block alignment:

Block 1 with 1 (Score=0.35) Block 2 with 2 (Score=0.63)
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