
deepBlockAlign v1.0

Block group alignment: cluster-990-chr6-Arg-ACG with cluster-841-hsa-mir-516b-1 (Score: 0.794939)

Block 1

Block 2

Block 3

chr6:26645716 26645736 26645756 26645776 26645796

Block 1

Block 2

Block 3

chr19:58931907 58931927 58931947 58931967 58931987

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=0.61)
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Block 2 with 2 (Score=0.16)
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Block 3 with 3 (Score=0.39)
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