deepBlockAlign v1.0

Block group alignment: cluster-45-HBI-100 with cluster-52-hsa-mir-135b (Score: 0.927850)

chr1:203684070 203684090 203684110 203684130

Block 1 Block 2

chrl:174204156 174204176 174204196 174204216

Table 1: Aligned Blocks

snoRNA_HACA | miRNA
Block 1 Block 1
Block 2 Block 2
Block alignment:
Block 1 with 1 (Score=0.62) Block 2 with 2 (Score=0.80)
—&— snORNA_HACA —&— snORNA_HACA
e A S
@ o
— o ) X —
= =
3 3
O o o 24
SRl 3
Q Q
e ko o S RS SN
° °
g s
T T
£ £
S S o
b= g i =4 S
o | o |
© T T T T T © T T T T T
0 5 10 15 20 25 0 5 10 15 20 25

Coordinate Coordinate



