
deepBlockAlign v1.0

Block group alignment: cluster-394-chr6-Trp-CCA with cluster-403-chr6-Arg-ACG (Score: 0.765685)

Block 1

Block 2

Block 3

chr6:26439643 26439663 26439683 26439703

Block 1

Block 2

Block 3

chr6:27746322 27746342 27746362 27746382

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

Block alignment:
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Block 1 with 1 (Score=0.46)
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Block 2 with 2 (Score=0.23)
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Block 3 with 3 (Score=0.20)
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