FRAM18_4502_E_R1 FRAM18_4502_E_R2

Quality scores across all bases {Sanger / lllumina 1.9 encoding) Quality scores across all bases {(Sanger / lllumina 1.9 encoding)

40 40 J_
/ 1 y | u
38 i 38 -
36 36 | = L
34 34 |
.y |
2= 32 i |
T |
30 30 Iy
28 28
26 26
24 24
22 22
20 20
18 18
16 16
14 14
12 12
10 10
8 8
6 6
) 4
2 2
o 1 23456789 1519 30-34 45-49 60-64 75-79 90-94 105-109 120-124 135-139 150-151 0 12345867 89 1519 30-34 45-49 60-64 75-79 90-94 105-109 120-124 135-139 150-151
Position in read {bp) Position in read (bp)
Quality scores across all bases {Sanger / lllumina 1.9 encoding} Quality scores across all bases {(Sanger / lllumina 1.9 encoding)
40 —1 1 | 40 I
38 Wi 38 T [
36 36 T ||
| |
34 34 i
| [ |
21 =4 S
30 30 T [~ 1
™
28 28
26 26
24 24
22 22
20 20
18 18
16 16
14 14
12 12
10 10
8 8
6 6
4 4
2 2
0 0

1 23456789 1519 30-34 45-49 60-64 75-79 90-94 105-109 120-124 135-139 150-151 12345867 89 1519 30-34 45-49 60-64 75-79 90-94 105-109 120-124 135-139 150-151
Position in read {bp) Position in read (bp)

FRAM18_4571_PB_| FRAM18_4571_PB_K

T T T . T T T T T
80 1 80 1
60 1 60 1
2 2
T ©
] 3
o o
k-] o
2 ®
£ 2
) &
g 40 b © 40 1
E H
20 4 20 4 ]
0 T T T T 0 T T T T T
0 5000 10000 15000 20000 0 5000 10000 15000 20000 25000

Read lengths Read lengths

Supplementary Figure S1. Visualisation of sequence over length. Upper four plots are example outputs of FastQC that
summarises the per base sequence quality of [llumina reads. The bottom two plots are example outputs of NanoPlot
that summarises the average read quality for different read lengths.



