
deepBlockAlign v1.0

Block group alignment: cluster-1000-chr6-Arg-ACG with cluster-329-hsa-mir-191 (Score: 0.630916)

Block 1

Block 2

Block 3

chr6:27290942 27290962 27290982 27291002 27291022

Block 1 Block 2 Block 3

chr3:49033062 49033082 49033102 49033122 49033142

Table 1: Aligned Blocks
tRNA miRNA
Block 1 Block 1
Block 2 Block 2
Block 3 Block 3

Block alignment:
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Block 1 with 1 (Score=0.67)
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Block 3 with 3 (Score=0.58)
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Block 2 with 2 (Score=0.52)
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