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1 msdup

msdup is a simulation program to generate patterns of single nucleotide poly-
morphism (SNP) data in a region that involves duplicates and their flanking
regions (Teshima and Innan, 2012). The software was developed by modifying
the commonly used Hudson’s ms simulator (Hudson, 1990). Please note that
our program was modified from the previous version of ms.

Under the assumption that single-copy chromosomes and duplicate chromo-
somes are segregating in a population, msdup (given p) generates polymorphism
data conditional on the current frequency of the duplicate chromosomes. msdup
can incorporate the effect of selection acting on the duplicate chromosomes, as
well as mutation, recombination and interlocus gene conversion.

1.1 Download and compilation

All files are included in the source msdup given p.tar.gz file, which can be
downloaded at http://www.sendou.soken.ac.jp/esb/innan/InnanLab. The
source code of the program is written in C and this program is intended to be
run on UNIX, or a UNIX-like operating systems, such as Linux or Mac OS X.

Download the tar file onto your machine and extract it with:

tar xzvf source msdup given p.tar.gz

After extraction, change the directory by typing:

cd source msdup given p

Then, compile the program by typing:

gcc -o msdup ms dup give p.c streec.c backward trajectory.c

rand mt32.c -lm
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1.2 The basic command line

The following command line shows the usage of msdup .

./msdup nsam p dup howmany

-t 4N0u

-r 4N0r nsites

-g 4N0g ℓ tract

-s 4N0s h

-l ℓ left ℓ dup ℓ mid ℓ dup ℓ right

Simulated region

!_mid!_left !_right

!_dup!_dup

Figure 1: The length of each region. Note that (the length of the simulated
region) = nsites = l left+ l dup+ l mid+ l dup+ l right.

The following table is a summary of arguments that must be specified to run
msdup .

switch argument
nsam number of chromosomes in the sample.
p dup current frequency of the duplicated chromosome.
howmany number replication.

-t 4N0u population mutation parameter per simulated region.
-r 4N0r population recombination parameter per simulated region.

nsites the length of the simulated region (bp).
-g 4N0g 4N0g is the initiation rate of gene conversion per ℓ dup.

ℓ tract average length of a conversion tract (bp).
-l ℓ left the length of the 5’ flanking region.

ℓ dup the length of the duplicated region (original copy).
ℓ mid the length between the original and duplicated regions.
ℓ dup the length of the duplicated region (duplicate copy, this should be

equal to the length of the original copy).
ℓ right the length of the 3’ flanking region.

-s 4Ns selection coefficient for duplicated chromosomes.
h coefficient of dominance.
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1.2.1 example command line

The following is an example command line:

./msdup 20 0.9 100 -t 13 -r 13 13000 -g 1 100

-l 1000 1000 9000 1000 1000 -s 4 0.5

In this setting, the program will output polymorphism data in a 13,000 bp
region. The lengths of regions are: (left, original copy, middle, duplicated copy,
right) = (1000, 1000, 9000, 1000, 1000). The sample size is nsam = 20, and
4N0u = 4N0r = 13 (per simulated region). 100 replications are performed. 4Ns
for the duplicated chromosome is 4 and the dominant coefficient is 0.5.

Let c be the per site interlocus conversion rete and C = 4Nc. C is given by
C = G× ℓ, where G = 4N0g is the initiation rate of gene conversion and ℓ is the
average tract length. In the above command line, the ratio of the conversion
rate to mutation rate can be calculated as

c/µ =
1× 100

13× (1000/13000)
= 100

1.3 The output

An output of the example command line in Section 1.2.1,

./msdup 20 0.9 100 -t 13 -r 13 13000 -g 1 100

-l 1000 1000 9000 1000 1000 -s 4 0.5

is shown in Figure 2.
The first line shows the command line you have just typed. The output

of each replication starts with a line with ‘//’, followed by “replication:” and
the replication number. In the second line, the number of segregating sites are
shown. The first number is the total number of segregating sites across the
simulated region. The following five numbers mean the numbers of segregating
sites in 5’, original copy, middle, duplicated copy and 3’ regions, respectively.
The third and the following lines show the relative positions of segregating
sites. The state of SNP at each segregating site is show with 0 and 1. 0 means
ancestral and 1 means derived allele. Spaces are inserted to show boundaries
between regions. For single-copy chromosomes, the region of the duplicated copy
is filled with “-”, which means there is no duplicated copy on the chromosome.
Note that at least one site is printed out even when there is no segregating sites
in the region. In such cases, all samples have the same allele 0 at the site (eg.
3’ region of Figure 2).

3



Second replication

First replication

Total number of segregating sites 

Relative positions of segregating sites 

Command line argument

The number of SNPs in the 5' region

The number of SNPs in the middle region

The number of SNPs in the 3' region

The number of SNPs 

in the original copy

The number of SNPs 

in the duplicated copy

SNPs

inthe 5' region

SNPs 

in the original copy

SNPs in the middle region

SNPs

in the duplicated copy

SNPs in the 3' region

Single-copy chromosome

Duplicate chromosome

Figure 2: An example output of msdup.

1.4 Some notes

1.4.1 Sample configuration

The number of single-copy chromosomes and duplicate chromosomes are deter-
mined based on the frequency of the duplicate chromosomes. This means the
sample configuration is given by

The number of single-copy chromosome = nsam− int(nsam× p dup)

The number of duplicate chromosome = int(nsam× p dup)

This default configuration is assigned in gerpars() function. You can change
the assignment by modifying the code (l.170–188) in segtre mig given p() func-
tion of streec.c. There are some example code there.
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1.4.2 Trajectory of the duplicate chromosome

The trajectory of the frequency of duplicate chromosomes is generated backward
in time for each replication. To simulate trajectory, we used pseudosampling
method developed by Kimura and Takahata (1983).

1.4.3 Random number generator

Mersenne Twister (32bit version) is used to generate random numbers (Mat-
sumoto and Nishimura, 1998).
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Release note

• March, 2015:

– Readme file updated.

• Jan, 2012:

– The first release.
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