valr benchmarks

1,000,000 random x/y intervals, 10 repetitions

bed_map(x,y, .n =n()) 1
bed_random(genome, n = n, seed = seed_x) -
bed_fisher(x, y, genome) 4
bed_closest(x, y) 1

bed makewindows(x, win_size = 100) 1
bed_window(x, y, genome) 4
bed_jaccard(x, y) -

bed_flank(x, genome, both = 1000) 1
bed_projection(x, y, genome) -

bed complement(x, genome) 4
bed_slop(x, genome, both = 1000) 4
bed_absdist(x, y, genome) 4
bed_subtract(x, y) 1

bed cluster(x) 4

bed_shuffle(x, genome, seed = seed_x) -
bed_partition(x) 4

bed_merge(x) 1

bed_intersect(x, y) 1

bed_shift(x, genome) 4

bed reldist(x, y) 4

Comparison to GenomicRanges

tile(x_gr, width = 100) 1

bed makewindows(x, win_size = 100) 4
setdiff(x_gr, y_gr) -

bed_subtract(x, y) 1

intersect(x_gr, y_gr) 1
bed_intersect(x, y) 1

nearest(x_gr) 1

bed_closest(x, y)

gaps(x_gr){ |

bed complement(x, genome)
reduce(x_gr) 1 l

bed_merge(x) -

shift(x_gr. 0)4 }

bed_shift(x, genome) -

flank(x_gr, 1000) 4 t

bed flank(x, genome, both = 1000) 1
sort(z_gr) 1

bed_sort(z) 4
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Several functions in valr are comparable in speed to the equivalent function in GenomicRanges.
valr vs GenomicRanges benchmarks
1,000,000 random x/y intervals, 10 repetitions
! B
1
]
t
1
i
] software
' E3 cRr
E valr
-
¥ L] LJ L] L]
0 1 2 3 4

execution time (seconds)




