
deepBlockAlign v1.0

Block group alignment: cluster-320-U43 with cluster-815-hsa-mir-125a (Score: 0.930653)

Block 1 Block 2

Block 3

chr22:38045005 38045025 38045045 38045065

Block 1 Block 2

Block 3

chr19:56888333 56888353 56888373 56888393

Table 1: Aligned Blocks
snoRNA CD miRNA

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

Block alignment:

0 5 10 15 20 25 30

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0

1.
2

Coordinate

N
or

m
al

iz
ed

 R
ea

d 
C

ou
nt

Block 1 with 1 (Score=0.70)

snoRNA_CD
miRNA
gaps
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Block 2 with 2 (Score=0.89)
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Block 3 with 3 (Score=0.93)
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