Random and alignment sequences for HL_48778.2

e 'ng by

‘ete

et

H
ol
T
L )
AL TS M
“3":‘*.':: »a’&iﬁ'

Ne
3}-.
v

SR

o
. . .
8¢, % Y
o
4

Alignment score deficit
o o

0 1 2 3 4 5
Minimum interior edit distance to 3D instances in HL_48778.2



