Alignment parameters:
[Input]
date and time
first block group
first file
second block group
second file
[Block group alignment]
distance weight
block weight
gap penalty
[Block alignment]
gap initialization penalty
gap extension penalty
threshold for expression difference
match score
mismatch score
profile shape difference penalty
[Block group information]
Entropy (first block group)
Reads (first block group)
% Unique reads (first block group)
Entropy (second block group)
Reads (second block group)
% Unique reads (second block group)
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Block group alignment: CervizHelas3Rep2-cluster-7001-n-a(+) with bg-145-bmo-mir-2849-2-M10012471(+) [Score: 0.71]

Block alignment:

second block group

Block 1 I“

nscaf2001:1007827 1007847

first block group

1007867

Block 1 '

hr2:20648572

Block 1 with 1 (Score=0.60)

normalized read count
0.4

—— n-a
4+ miRNA
—— gaps
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Block 2 with 2 (Score=0.55)

—— n-a
*+ miRNA
—— gaps

, +H R
H .

|\ H+
s
V!
o

I I I I
10 15 20 25
alignment coordinate

L' Hli I
5

RNA-seq profiles of read block patterns. Bioinformatics, 28(1),17-24. (*equal contribution)



