
deepBlockAlign v1.0

Block group alignment: cluster-305-SNORD119 with cluster-1002-chr6-Ser-GCT (Score: 0.870516)

Block 1

Block 2

Block 3

Block 4

chr20:2391597 2391617 2391637 2391657 2391677

Block 1

Block 2

Block 3

Block 4

chr6:27373749 27373769 27373789 27373809 27373829

Table 1: Aligned Blocks
snoRNA CD tRNA

Block 1 Block 1
Block 2 Block 2
Block 3 Block 3
Block 4 Block 4

Block alignment:
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Block 1 with 1 (Score=0.79)
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Block 2 with 2 (Score=0.25)
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Block 3 with 3 (Score=0.64)
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Block 4 with 4 (Score=0.40)
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