73.2% ldentity
SNUL-1 Probe 4 CAAATAACCCCCCCATCATACCCTGCCCC ATGTCTTCCTCTACTCTCTCCCTCATGCTTTCTCTCTCTCTCTCTCTCTCTGTCTCTCTCTCTCTCTCTCT

SNUL-2 probe ATTA ATTTCTTGAGC ACGCCCTTCCTCCC————CCTCTCTCTGTCTCTCTGTCTGTCTCTGTCTCTGTCTCTCT

B( N D

[ PacBio isoseq cIones]

Top candidates with the lowest
Nanopore based interaction energy from RIBlast

long read sequencing

( Pairwise BLAST with Hessj

( Basecalling using Guppy J (Least similar top 5 sequences)

[Alignment using Minimap2 H Generate reference FASTA ]

[ Mapped reads extration Building consensus candidate
sequences from the
( SAMtools and BCFtools || long-read alignments

J
C
2046bp
o CS8644
(o))
o,
(9]
>
3
va VVIATTY SYY Y PR Y ¥ VTR w" s, " i3 sha e " s TP s sl Y ww
(4] -
1SN =
c .
2
< = =
Sequence

F G 218 218
CS1269
= C32615
3 SNUL-1
© o \
>8]
= N
2 = \ 0
[} <t \, —
E @ ) S
(7] \ N (%)
(@) \ (@)
20 30 40 "\
Posmon (um) \ ‘
\
2 £85872
ER] SNUL-1 21S
H = N\
2104 2% )
)] k%) \
[e] cC o
= 88 ~ \
@ 100 =" 5 AN
£ 8 \
8 N N L
@ 10 0 10 20 30 4 o
5 Position (um) \
g 101 s Y
/5]
(®]
10°

0 5 10 15 20 25 30 35
Dissimilarity Score



