
deepBlockAlign v1.0

Block group alignment: cluster-989-chr6-Ser-AGA with cluster-494-hsa-mir-7-1 (Score: 0.780132)

Block 1

Block 2

Block 3

chr6:26435789 26435809 26435829 26435849 26435869

Block 1

Block 2

Block 3

chr9:85774505 85774525 85774545 85774565 85774585

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

Block alignment:
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Block 1 with 1 (Score=0.57)
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Block 2 with 2 (Score=0.24)

tRNA
miRNA
gaps

0 5 10 15 20 25 30

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

Coordinate

N
or

m
al

iz
ed

 R
ea

d 
C

ou
nt

Block 3 with 3 (Score=0.21)
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