
deepBlockAlign v1.0

Block group alignment: cluster-228-chr17-Cys-GCA with cluster-184-chr15-His-GTG (Score: 0.709088)

Block 1

Block 2

Block 3

Block 4

Block 5

chr17:34563487 34563507 34563527 34563547 34563567 34563587

Block 1

Block 2

Block 3

Block 4

Block 5

chr15:43278056 43278076 43278096 43278116 43278136 43278156

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

Block alignment:
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Block 2 with 1 (Score=0.21)
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Block 3 with 2 (Score=0.32)
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Block 4 with 3 (Score=0.38)
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Block 5 with 4 (Score=0.31)
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