
deepBlockAlign v1.0

Block group alignment: cluster-211-chr16-Lys-TTT with cluster-912-U2-related (Score: 0.500676)

Block 1

Block 2

Block 3

chr16:72069735 72069755 72069775 72069795

Block 1

Block 2

Block 3

chr3:73242903 73242923 73242943 73242963

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

Block alignment:
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Block 1 with 1 (Score=0.41)
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Block 3 with 3 (Score=0.44)
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Block 2 with 2 (Score=0.37)
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