BASE

easel

random
regexp
stack

vectorops

3
)
3

BIOLOGICAL SEQUENCES

alphabet

composition

ADVANCED BIOLOGICAL SEQUENCES

distance

WUss

~

(scorematrix) ( swat )

MULTIPLE ALIGNMENTS

MULTIPLE ALIGNMENT FILES

-

msacluster
msashuffle

J

msafile_a2m

msafile_afa

hmm paml msafile_clustal
randomseq msafile_phylip
ratematrix msafile_psiblast
NUMERICAL METHODS . /)
STATISTICAL DISTRIBUTIONS msafile_stockholm
p — . p
2\ exponential
= (o5 ) (o)
gamma
normal SEQUENCE FILES
ALGORITHMS & DATA STRUCTURES gev
(o) s
() ) e q
- J
( dmatrix ) ( huffman ) MIXTURE DISTRIBUTIONS SIMD VECTORS MULTITHREADING MPI
4 (7 O\
(o) (o) HL
( quicksor‘[) ( tree ) o
(L verint ) )
vmx
FILE INPUT —
)\
-buffer
COMMANDLINE BENCHMARKS
(Lgetopts ) (_subemd D )—
> EASEL TECHNOLOGY TREE
Apri 201
N—— 83 modules




