deepBlockAlign v1.0

Block group alignment: cluster-651-chr12-Trp-CCA with cluster-731-chr16-Arg-CCG (Score: 0.845969)

chr16:3140674 3140694 3140714 3140734 3140754

chrl12:97422159 97422179 97422199 97422219 97422239

Table 1: Aligned Blocks
tRNA tRNA
Block 1 | Block 1
Block 2 | Block 2
Block 3 | Block 3
Block 4 | Block 4
Block 5 | Block 5

Block alignment:
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Block 2 with 2 (Score=0.44)
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Block 3 with 3 (Score=0.45)
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Block 5 with 5 (Score=0.35)
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Block 4 with 4 (Score=0.21)
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