deepBlockAlign v1.0

Block group alignment: cluster-394-chr6-Trp-CCA with cluster-520-hsa-mir-361 (Score: 0.755999)

Block 1 Block 3

chrX:85045209 85045319 85045339 85045359 85045379

Block 3
Block 1

chr6:26430643 26439663 26439683 26439703

Table 1: Aligned Blocks
tRNA | miRNA
Block 1 | Block 1
Block 2 | Block 2
Block 3 | Block 3

Block alignment:

Block 1 with 1 (Score=0.51) Block 2 with 2 (Score=0.18) Block 3 with 3 (Score=0.26)
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