Fig. S5 Eight quality parameters of 2x301 (SR3) lllumina short-read sequencing (R2)
based on FastQC analysis.

Quality scores across all bases {Sanger / llumina 1.9 encoding} Quality per tile
3a[r—
2
20 |
28 H M
26
24
2
20~
18 J. l
16
14
12
10
8
6
4
2
® 1234567891519 03¢ 4549 6064 7579 5094 110114 135139 160164 185169 210214 235239 260204 265289 1234567891519 30-3 45-49 60-64 7579 90-94 110114 135139 160-164 185189 210-214 235239 260-264 285-289
Position in read (bp} Position in read (bp)
Quality score distribution over all sequences GC distribution over all sequences
Average Quality per read 2250000 GC count per read
Theoretical Distribution
9000000
2000000
2000000
1750000
7000000
1500000
6000000
1250000
5000000
1000000
4000000
750000
3000000
2000000 S00000
1000000 250000
o 0
2 3 45 6 7 8 91011121314151617 1819 2021 22 23 24 25 26 27 28 29 30 31 32 33 34 0246811 15 19 23 27 31 35 39 43 47 51 55 59 63 67 71 75 79 83 87 91 95 99
Mean Sequence Quality {Phred Score} Mean GC content (%)
Sequence content across all bases N content across all bases
100 100
T %N
%C
90 % B
%G
80 80
70 70
50 50
50 50

30 / 30
20 20
10 10
1234567801519 30-3 4549 60-64 7579 90-94 110114 135130 160-164 185189 210214 235238 260264 285289 O 1334567891510 3034 4549 6064 7579 6094 110114 135139 160164 185189 210214 235239 260264 285289
Position in read (bp} Position in read (bp)
Distribution of sequence lengths over all sequences Percent of seqs remaining if deduplicated 52,68%
100
Sequence Length % Deduplicated sequences
1.6E7 % Total sequences
90
1.4E7 50
1.267 70
1.0e7 50
S0
8000000
40
6000000
30
4000000
20
2000000 10
o 30-3¢ 50-59 70-79 90-99 110-119 140-149 170179 200-209 230-239 260-269 290-299 o 1 2 3 4 5 6 7 8 9 =10 =50 =100 =500 =1k =5k =10k

Sequence Length (bp) Sequence Duplication Level



