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Single-end reads (mode: align)

tool
strobealign main
strobealign simd aligner (global alignment replacement only)
strobealign simd aligner



101

102

103

104

Ti
m

e 
(µ

s/
re

ad
)

genome = fruitfly | dataset = sim0 genome = fruitfly | dataset = sim4 genome = fruitfly | dataset = sim6

101

102

103

104

Ti
m

e 
(µ

s/
re

ad
)

genome = maize | dataset = sim0 genome = maize | dataset = sim4 genome = maize | dataset = sim6

101

102

103

104

Ti
m

e 
(µ

s/
re

ad
)

genome = chrY | dataset = sim0 genome = chrY | dataset = sim4 genome = chrY | dataset = sim6

50 75 10
0

15
0

20
0

30
0

50
0

10
00

25
00

50
00

10
00

0
15

00
0

20
00

0
25

00
0

30
00

0

Read length

101

102

103

104

Ti
m

e 
(µ

s/
re

ad
)

genome = CHM13 | dataset = sim0

50 75 10
0

15
0

20
0

30
0

50
0

10
00

25
00

50
00

10
00

0
15

00
0

20
00

0
25

00
0

30
00

0

Read length

genome = CHM13 | dataset = sim4

50 75 10
0

15
0

20
0

30
0

50
0

10
00

25
00

50
00

10
00

0
15

00
0

20
00

0
25

00
0

30
00

0

Read length

genome = CHM13 | dataset = sim6

Single-end reads (mode: align)

tool
strobealign main
strobealign simd aligner (global alignment replacement only)
strobealign simd aligner


