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Paired-end reads
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Single-end reads
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Single-end reads
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Single-end reads

genome = CHM13 | dataset = sim0 genome = CHM13 | dataset = sim6

Inconsistent NAM ends

Read length

Read length

genome = CHM13 | dataset = sim4 1e6
14000
\ 300000 | 2.0 |
»n 12000 | | g
T ‘ 250000 \
¢ 10000 1 i 1.5 “\
<EE \ 200000 | \
= 8000 | || \
I ! 150000 ! }
S 6000 \ 1.0
9 ' 100000 R
c 4000 \ \
O \ 0.5 3
O \ | \
2 5000 \ 50000 K
\\ NS \‘\
O \ \\m O ~—al OO \h~
_ . genome = chrY | dataset = sim6
genome = chrY | dataset = sim0 genome = chrY | dataset = sim4 1e6
14000
\\ 250000 | 175 %
v 12000 | \ 1.50
2 \ 200000 | \
© 10000 \ 1.25 %\
= “ “ \\
= 8000 ! 150000 1.00 \
+ | \ \
C
o 6000 ! ‘ !
2 ! 100000 | 0.75 \
£ 4000 i \ 0.50 \
S \ 50000 \
£ 2000 ‘\ N 0.25 \
| \\\ \\\
0 A== - 0 e 0.00 ==
tool
: : : : , : —== main (déb1lb12)
enome = fruitfly | dataset = sim0O enome = fruitfly | dataset = sim4 enome = fruitfly | dataset = sim6 N .
J y | J y | J y | —— Canonicity bits (53cdbb6)
hY | \
\ , 150000
" >00 X! "\\ ‘\ 800000 \\\
I\
2 VI 125000 ! \
G400 /N \ \
\
<ZE ‘\II \\\ 100000 ||l 600000 \\
= 300 ; l. \
§ \ 75000 || 400000 \
v 200 ) | \
] 1 50000 ! \
\ \
O \ : 200000 N
£ 100 Y 25000 Y
\\ \\ \\
0 — —— 0 e 0 —
. _ . . genome = maize | dataset = sim6
genome = maize | dataset = simO genome = maize | dataset = sim4 1e6
| 250000 | N
\ | \
15000 1 \ \
\‘ 200000 1 1.5 !
\ | \
\ | \
\
10000 150000 ! Lo\
\ | .
\\ | \\
) 100000 \
| \
5000 \ | 0.5 X
\ 50000 \
\ \ \
\ \\ \\\
 — =S 0 — 0.0 I
o INO OO O O o o o O INO OO O O (@) o o O INO OO O O o (@) o
1N NO NO O O o o o N ™NO INO O O o o o N ™NO INO O O o o o
—~N =N ™M LN o o o — =N ™M N o o o —~ =N ™M LN o o o
Read length



