deepBlockAlign v1.0

Block group alignment: cluster-413-chr6-Leu-CAA with cluster-994-chr6-Tyr-GTA (Score: 0.737246)

Block 2 Block 4
Block 1 Block 3
chr6:26683770 26683790 26683810 26683830 26683850 26683870

Block 2
Block 1

Block 3

Block 4

chr6:280719064 28971984 28972004

98972024

28972044

Table 1: Aligned Blocks

tRNA tRNA
Block 1 | Block 1
Block 2 | Block 2
Block 3 | Block 3
Block 4 | Block 5

Block alignment:

Normalized Read Count

Block 1 with 1 (Score=0.30)

Block 2 with 2 (Score=0.28)
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Block 4 with 5 (Score=0.18)
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Block 3 with 3 (Score=0.39)
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