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Put the number of demes you wish
to simulate after the first comment
line. If you are using samples from
more than one time point then the
text following the number must
include the words "with ancient".




Without ancient information: One sample group per
population is assumed. List the number of samples from
each population

//Sample Sizes:

20

12

31

With ancient information: An arbitrary number of
sampling groups can be added to each population, and
they can be pooled together in any combination for
statistical analysis. The first line begins with the total
number of sampling groups, and can end with any text
you want. After that the format is:

First: Number of individuals in sample

Second: Age of the sample (in generations)

Third: The number of the deme the sample belongs to
0,1,2,...)

Fourth: Which stat group the sample group should be
pooled with.

N(t)=N(0)ert

Enter one value per population. Because coalescent simulations run backward
through time, a negative growth rate implies a population larger now than in
the past.

Example: Two stable populations, and one that is growing 2% per generation
//Growth rates:

0

0

-.02




The first line begins with the number of matrices (0 is fine).
The next lines define the ratio of migrants from each deme to
each deme; each migration matrix must be preceeded by a
comment. The first migration matrix is assumed to represent
the migration in the present (or at t=0). If you have more than
one population but no migration, then the demes will NEVER
coalesce and you will get no information. Note that the
diagonal elements of the matrix are meaningless, but the
simulations will run faster if you set them to 0.

//Migration matrices

2

//Matrix 0: Deme0 <-> Demel <->Deme2

0 .010

.010 .01

0 .010

//Matrix 1: Migration stopped

000

000

1. The time (in generations) when the event occured

2. The source deme (0,1,2...)

3. The sink deme.

4. The proportion of the source that migrates to the sink. It also represents the probability for each
lineage in the source deme to migrate in the sink deme. If no migration is involved in the event, then
just specify the same source, sink, and a migration probability of 0.

5. The new effective population size of the sink deme relative to one generation later in time.
Remeber, coalescent simulations run backwards. So a value of 0.5 here implies the event doubled the
population (think, "The population used to be half as big").

6. The new growth rate of the sink deme. Negative values mean the population is growing.

7. The id of the new migration matrix to use for all demes.

Example: 2000 generations ago, deme 0 and 2 split from what used to be a larger deme 1

//Format: time, src, sink, % mig, new Nef, new r, MigMat

2000011201
2000211101




average mutation number of mutations per generation per nucleotide, times the number
of nucleotides.

Example: 10%/bp/million s for a 300bp sequence and a species whose generations
are 5 years long

10%/bp/1,000,000yr = .00000001/bp/yr * 300bp = .00003/yr * 5 yr/gen = .00015/gen
//Mutation rate

.00015

For DNA, the length of the sequence to simulate. For RFLP and STRs, the number of

RFLPs/STRs to simulate.




Type of data to simulate:

* MICROSAT: Microsatellites are simulated with a pure stepwise model, and
can be followed with a range constraint if you wish (no number implies no limit).

* DNA: followed by the transition/transversion bias number. Mutation
probabilities can be heterogenous (see "Gamma")

* RFLP: a two allele model.

Example 1: Using DNA where 1/3 of the mutations are A<->G or C<->T (all
mutations are equally likely)

//Number of loci:

DNA 0.33333

hese parameters control the heterogeneity of DNA mutation rates along the
sequence. The first number is the shape parameter a of a Gamma distribution of
mutation rates. If a value of zero is entered, then an even mutation rate model is
implemented. The second number is the number of rate classes to simulate. If a
value of zero is entered, then a continuous distribution is used (as many classes as
there are loci or nucleotides).

Example 1: Uniform mutation rates (Cantor-Jukes model)

//Gamma distribution for mutation:

00

Example 2: Heterogenous mutation (Kimura 2-Parameter model)
//Gamma distribution for mutation:
0.4 10
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predict(fit, x)
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