
sq
dsqdata

gencode
sqio

sqio_ascii

sqio_ncbi

SEQUENCE FILES

msacluster

msashuffle

msaweight

msa

MULTIPLE ALIGNMENTS MULTIPLE ALIGNMENT FILES

msafile_stockholm

msafile_a2m

msafile_afa

msafile_clustal

msafile_phylip

msafile_psiblast

msafile_selex

msafile

msafile2

ADVANCED BIOLOGICAL SEQUENCES

scorematrix

distance

wuss

paml

randomseq

ratematrix

swat

easel

BASE

heap

varint

arr2

arr3

bitfield

cluster

dmatrix

tree

keyhash

matrixops

quicksort

red_black

graph

huffman

ALGORITHMS & DATA STRUCTURES

rootfinder

minimizer

rand64

NUMERICAL METHODS

buffer

fileparser

recorder

ssi

json

FILE INPUT

stopwatch

BENCHMARKS

alloc

cpu

sse

avx

SIMD VECTORS

avx512

neon

vmx

alphabet

composition

hmm

BIOLOGICAL SEQUENCES

threads

workqueue

MULTITHREADING

mpi

MPI

gammastats

normal

histogram

exponential

gev

gumbel

stretchexp

weibull

STATISTICAL DISTRIBUTIONS

MIXTURE DISTRIBUTIONS

mixgev

hyperexp

mixdchlet

dirichlet

getopts subcmd

COMMANDLINE
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random

regexp

mem

stack

vectorops


