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import egglib

# specifies the list of loci to analyze
.format(str(i+l).rjust(4, ))

loci = [

for i in range(100)

# initializes variables for computing averages

thetaW = 0.
D = 0.
nfixed = 0

# process all alignments

for locus in loci:

# imports the alignment
align = egglib.Align(locus)

# performs diversity analysis
pol = align.polymorphism()

# extracts statistics
.format(locus)

print
print
print
print
print
thetaW += pol]
if pol]| ] ==
nfixed += 1
else:
D += pol]| ]

0:

# computes and reports averages

thetaW /= len(loci)

D /= (len(loci)-nfixed)

print
print
print

.format(D)

.format(pol]| 1)
.format(poll 1)
.format(poll
.format(pol]| 1)

.format(thetaW)

.format(nfixed)

# performs neutral coalescent simulations

theta = 1.
ns = 15
nrep = 1000

params = egglib.simul.CoalesceParamSet(ns)
mut = egglib.simul.CoalesceFiniteAlleleMutator(theta)
simuls = egglib.simul.coalesce(params, mut, nrep)

# computes average D over simulations

Dsim = 0
n =0
for simul in simuls:

]

pol= simul.polymorphism()
if pol] ] '= 0:
Dsim += pol][
n += 1
Dsim /= n
print

.format(Dsim)

1)

]



