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1 MetaPop Model

MetaPop is written in C language.

1.1 MetaPop Data Files’ Structure

MetaPop is based on text data files: as input, the model requires some parameter settings defined in
three kinds of files and as output, several files can be generated.

1.1.1 Input Files
Three data files are involved in this step:

=  Parameter file

The “param” file is used as pre-processing to produce the “conf” file in generating data throughout
random processes.

= Configuration file (cf. “Annex 1 — Configuration File”)
The configuration file is mandatory for the model as it contains the required parameter settings. It is
created on the basis of the previous “param” file.

= Type of results file (¢f. “Annex 2 — Type of Results File”)
The “type” file contains a list of outputs requested by the user.
= Genotype file of the last simulated year (cf. “Annex 3 — Genotype File of the Last
Simulated Year”)

The “save” file contains the genotype of all individual trees at the last simulated year. This file is not
mandatory, if it is loaded (option “-1” in the command line), it permits to initialise the allelic
frequencies.

1.1.2 Output Files
MetaPop generates the results in the “res.txt” file; two other optional files can be produced.

= Result file (c¢f. “Annex 4 — Result File")
The simulation outputs requested in the “type.txt” file are generated in the “res.txt” file.

= Sample file (cf. )
A “sample” file contains the genotype of a certain number of individual trees per population at a given
simulated year. This output has to be requested in the “type.txt” file.

= Genotype file of the last simulated year (cf. “Annex 3 — Genotype File of the Last
Simulated Year”)

The “save” file contains the genotype of all individual trees at the last generation of the simulation.
That file can be an input file as well as an output one; it is generated if the option “-S” is indicated in
the command line.

1.1.3 MetaPop’s Files Summary
The following table (c¢f. Tableau 1) summarises the potential files involved in the MetaPop process.

Tableau 1: Data files potentially generated by the MetaPop model (current -=> expected)

Step | File name | File format | Generated by File Status
param txt -> xml Hand made -> MetapopConf Preprocessing
-> TreeMBase
conf ixt guanticreconf -> MetapopConf Mandatory for the model
IN -> TreeMBase
type txt Hand made  -> MetapopConf Mandatory for the model
-> TreeMBase
save ixt MetaPop model (option “-17) Loaded if “-I” command
line is filled in
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res txt MetaPop model (option “-R™) Always generated
sample txt MetaPop model (option in Generated if requested in
ouT P “type.txt™) the “type.txt” file
MetaPop model (option “-S™) Generated if “-S”
save txt L .
command line is filled in

1.2 MetaPop Model Processing

The MetaPop data processing is in evolution and more particularly the parameter settings’ part. Please
read below the notes dated from the 01/04/08.

‘Metapop model process
PARAMETERS OUTPUT
param. txt quanticreconf ﬁ
t‘, .'.!??(‘_k}\‘. i
E I/I\ | m
type.txt ——
s
Tz
L e ©o U METAPOP
= | param.xmi L_"I MetapopConf ’?’Q} -- € ] j_" i
! RS e = N
o -R res.txt* -
5 =T ™ * |
GO type.txt — ~D type. txt “be sample.txt
:——n-—I saveln, txt ————
V| -8 saveOut txt -1
©o i |
E I i —————— el sove.txt H-te
= param.xmil MetapopConf ik !
bS] ' T T !
o
a 2 type.txt ——

Figure 1 : MetaPop — past, current and predicted — data structure

1.2.1 Development Status
01/04/08: As the data file structure is still in evolution, the “param” file won't be taken into account as
its data are reused in the “conf” file.

= In the Past

The “quanticreconf” tool used the “param” file as input to produce the “conf” one in generating data
throughout random processes.

The “param” and the “type” files were hand made.

= Currently

A Graphical User Interface called “MetapopConf” is in development to help the user in initialising the
model settings. The interface is developed in C++ with the Qt library.

The “param” file is no more in a text format; it is currently converted in an xml one. The structure and
content are not immobilised yet.
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M Metaopp Conf
File  Help

Genome Genotypa. Demography Relation GenotypefPhenatype | Selection | Output Data iRun

Mumber of generation :U__¢-_

Result Choice

Delete Last Resulk Choice
Resul: Choice 1

Gererstion [0 % to [0 & step [0 & JATRECOPIE LES VARIABLES TROUMEES DANS LE CODE DANS L ORDRE D APPARITION MAIS IL FALT FAIRE LE TRL.
[ @t []Fst [ allelics Frequencias [ Most Frequent allele  [] Hsm [] Pop. Mean [ Pop. ¥ariance [ Fis [ He []Ho
[] Intrapop. mean vatiance (MoyvarIntrapop) [ Var des moy des var intrapop (Moy¥arIntrapop)

[] Loc Gst dasst [ Loc Gstclass2  [] Loc Gst class3 [] Loc Gst class4

[ @st [] Quanti: &, var(a), D, var(Dl, Ep, var(Ep), G, var(G), P, var(F), th2 ... +PARAM [ Ld+ParRaM  [] Coalescence 4+ PARAM  [] QuankiGst [] Sample D-

Figure 2: Metapopconf GUI with a tab per data concepts, the current one permits to define the

requested outputs and create the corresponding “type.txt” file

= Predicted

The procedure will be the following:
- “MetapopConf” will read, modify and generate the “param.xml” file.
- “MetapopConf” will generate the “conf.txt” file.
“MetapopConf” will generate the “type.txt” file.

1.2.2 Model Functioning
The model is launched in a bat mode with the following settings:

Metapop -Cconf.txt -Rres.txt -Dtype.txt -Ifile [.]-txt -Sfile_sce [.]-txt

Tableau 2: Command lines of the MetaPop mode/

Command | Description Status
-C Indicate the settings file name (conf.txt) required
-R Indicate the output file name (res.txt) required
-D Indicate the type of outputs file name (type.txt) required
-1 Indicate the input “save” file name (save.txt) optional
=S Indicate the output “save” file name (save.txt) optional

The model requires the parameter settings (“conf.txt”), the detail of outputs to obtain (“type.txt™) and

the name of the output file where the results will be generated (“res.txt”).

In option, the genotype of all individual trees (“save.txt”) can be loaded as input. The same file

containing the genotype of all individual trees at the last generation can be produced as output.
The process is detailed in Figure 3.
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Launch MetaPop
simulation

% [no -C]

[-C option]

Read conf.txt file

= “ Parameter settings are initialised. %

g [no -R]

[-R option]

Generate res.txt file

H‘“ Qutputs will be filled in res.txt file. Il}

% [no -D]

[-Dr option]

Read type.txt file

— “‘ Requested outputs are identified. l%

[no -]

The initial allelic frequencies
described in the conf.txt file
are used.

-

[-I option]

| Read save.txtfile )

trees is used to initialised

" The genotype of all individual IT

the initial allelic frequencies.

[no -8]

[-S option]

| Generate save.txt file )

Figure 3: MetaPop functioning

1.3 Order of Magnitude

at the last generation is produced

= The genotype of all individual trees
as output in the save.txt file.

MetaPop deals with huge sets of data as the order of magnitude of the concepts is large. Following
orders of magnitude are given as information; it corresponds to the maximum values simulated yet.
Only the maximum number of loci is fixed.

To be able to make comparisons with other models of the Modelling Platform, we agreed on not
storing huge simulations.

Tableau 3: MetaPop concepts’ orders of magnitude

Concepts Order of magnitude
Number of simulated years (= “generation” term in MetaPop sense) 1000 — several 100000
Number of populations 50

Number of classes 300

Number of individuals 10000 — 100000
Number of loci 1000

Number of alleles per locus 255 (fixed)
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2 Annex 1 — Configuration File

2.1 File format
- The parameters are ordered.
- The number of words which composed the label of each line is very important (the “:” symbol
counts for a word)
- Decimal are expressed with a dot.

The “fscanf” C++ function reads data from the stream. The function reads and ignores any

whitespace characters (blank spaces, newline and tabulation character) which are encountered before
the next non-whitespace character.
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Mumber of nuclear loci (diploid) : 8 Hrnac 1

Mumber of cvtoplssmic loci (haploid) ;1 Heytao

Mumber of populstions : 2 Hpop

Capacity of each population (=07 : 5000 5000 I-Jm-i‘i[hpow

Mumber of classes ;| 5 Hcla - e e ®®@®@
Mumber of classes used for Gat ; 3.:1a_.,s|; ----------------- A4 4
class of the vegetstive offspring . 201avr . - - o =

Mixed reproduction ; m mix repro [wemixed,ssonly semial, wv=only wvegetativel
Treshold size M1 ;100 | Hehreshl

Treshold size N2 200 [ HERreans = im fubure could be: Nelweshi]

Selfing rate: 0 & cosftf __ Zpopulstions

female fecondity of eachclass: 0001 20001 3 fec[Mpop] [nClal

male fecondity of eschiclass: 0 0 0 50 100 0 0 0 50 100 feom [Hpop] (nflal

narmal vegetative fecondity for each clazs: 0 00 01 02 fecmntlal in future could be: feow [Mpopl [1C1lal
incressed vegetative fecondty foreachclass 0 0 0O 1 2 fecwi[nCla] in. furure could be: fecvi [Mpop] [1Cla)]
transition rate in each class 1 0597 0230 01 0.03 paSS_[_nJ_:J.fa_th_.] oot 0a

survival rate in each clazs ;0 030 080 0497 090 | surwis(nCla) 4. ‘ ‘ ,. ‘

equivalent size of eachclass 001 051 2 3 enc[Mclal n 9 a ﬂ

Equilibrer Mindmaz ; v equil nindwax {y=yes, n o}

Maximum number of individuals in each population : 5000 5000 Windwss [Eoop]
Ecjuilibrate initial number of individuals in each population: 0001100010 eqguil indtial nc [Hpop] [Heolal
Initial number of individualz in each population and each class
clat cla2 clai  clad  clas
pop 10 10 10 10 10 7| Hotewp config[Mpop] [Hela)
pop2 10 10 10 10 10
Mumber of alleles for each nuclear locus 2 4444 4 4 4 Nalleles[Nlocus]
Mumber of alleles far each cytoplasmic locus : 5 Nalleles[Nlocus]
Microgatelite loci: 01 001 000 Loous us s:H[Hnw__l'
AFLPloci:0 01 000410 Locu_-._af]p[Nn_‘u“lj
Kinel of selection : 'g select type {g=mly genotype, dephenc. directionmsl,t=phenn. stabilizing,nsno selection}
Selection Hard or S,oft h hard seft; {h=hard, s=zo it}
Selected nuclear logi (O=neutral, 1—Sefected) ooo0o0aon D 0 Lrmacl seleckticrwies[Mmcl]
Selected cytoplas _Ic loci (0= neutra!ﬂ sela:ted) i] 'E: Loyto selectiommes [Noyto]

if kKind of selection © g + | Fitness coefficients ¢ 2 pop

| ¢ [ Locus) 1 Genotype | 0-01: 1.0 0.2
Lgizus M1 Benl:ltypeltﬂ 0205 05
| Locus M1 /Genotype 02-02: 02 1.0

W_coeff[Iucl selecticrmes] [al] [al] [Npop]

if Kind of selection - {d “Additive allelic effect Effect alnuc[Mnacl selectionnes+
LocusiM1i: 0.0447 -1.0736 Hoyto selecticmmes] [Nalles]
“ariance for dominance ;. 0.0000 FarD
“Wariance for epistasis :  0.0000 TarE

Optimal phenotypic value : -3.16228 316228

P ooptimum: [ Mpop]
Selection intensity : 1.00 1.00 7

incensite sel[Mpopl

Recombination rates between the nuclear loci: 0.5 025 05 025 023 05 0.23 ___EI_;\21§.- I coeff [Fnucl] Genetic map
Paternal inhertance rates for the cytoplasmic loci: 0O Hicoeff [Nv:",rtm b

Pollen flosy matriz - - Meen ecombinalion rate between the fast and first foci
0993 0 00 F_coeff[Mpop] [Hpopl

0.001 0.999 5

Seed flowe matrix G cosff [Mpopl [Moopl

0.999 0.001

0.001 0.999

Mutation rate of each nuclear locus © 00001 00001 00001 0.0001 00001 00001 00001 0000 M coeff [HLamus]
Mutation rate of each cytoplasmic locus @ 0.000001 =

Initial allelic frequencies at locus N1 r

al a2 T = : i
iy a0 o H coeff[Nlocus] [Mpop] [Halleles]
pop2 50 30 Iritisl allefic f eguencies
: : Incaze a savetd file is loaded for a simulation,
Initial sllelic frequencies at locus C1 the given initial allelic frequercies will not be taken into account
al a2 a3 a4 als BILIT fake data have to be within the conf t file
popl 20 20 20 20 20 fthe structure of the M_coef[][][] parameter must be right)

pop2 20 20 20 20 20 |

Figure 4: “conf.txt” file described with the parameter names

2.2 Number of Loci

2.2.1 Number of nuclear loci

Number of nuclear loci (diploid) : Nnucl

Number of nuclear loci (diploid) : 8

2.2.2 Number of cytoplasmic loci

‘Number of cytoplamic loci (haploid) : Ncyto
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‘Number of cytoplamic loci (haploid) : 1

2.3 Populations’ Definition

2.3.1 Number of populations

Number of populations : Npop

Number of populations : 2

2.3.2 Population Capacity
Maximum stand basal area per population

Capacity of each population (>0) : NindK

Capacity of each population (>0) : 5000 5000

2.4 Classes’ Definition

2.4.1 Number of Classes

Number of classes : Ncla

Number of classes : 5

2.4.2 Gst Classes

Number of classes used for Gst : cla Gst

Number of classes used for Gst : 3

E.g., the three bigger classes are used for Gst: @ @ @ @ @

2.4.3 Vegetative Offspring Class

class of the vegetative offspring : Clav

class of the vegetative offspring - 2

E.g., the second class corresponds to the vegetative offspring: @ @ @ @ @

2.5 Type of Reproduction

Mixed reproduction : mix_repro

Mixed reproduction : m

Three types of reproduction are available:
- s =sexual
- VvV = vegetative
- m = mixed /e. sexual + vegetative reproductions

2.6 Thresholds
Both thresholds are only used in case of mixed reproduction (“mix_repro” = m).

= Predicted Update
More thresholds are predicted to be added.

2.6.1 First Threshold

Threshold size N1 : Nthreshl

Threshold size N1 : 100

2.6.2 Second Threshold

Threshold size N2 : Nthresh2

Threshold size N2 : 200

MetaPop model documentation
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2.7 Selfing Rate

Selfing rate : A_coeff

Selfing rate : 0

2.8 Class Fecundity Definition

2.8.1 Female Fecundity

female fecondity of each class : fec

female fecondity of each class : 0001200012

Relative quantity of seeds e.g. the seeds has twice as many chances to come from the class 5 than
from the class 4.

2.8.2 Male Fecundity

male fecondity of each class : fecm

male fecondity of each class : 0 0 0 50 100 O O O 50 100

Relative quantity of pollen e.g. the pollen has twice as many chances to come from the class 5 than
from the class 4.

2.8.3 Normal Vegetative Fecundity
Normal vegetative fecundity per class when sexual reproduction is present (whatever the population).

normal vegetative fecondity for each class : fecvn

normal vegetative fecondity for each class : 0 0 0 0.1 0.2

2.8.4 Increased Vegetative Fecundity

Increased vegetative fecundity per class when sexual reproduction is absent (whatever the
population).

increased vegetative fecondity for each class : fecvi

increased vegetative fecondity for each class : 0 0 0 1 2

2.9 Classes’ Definition bis

2.9.1 Transition Rate

transition rate in each class : pass

transition rate in each class : 0.597 0.290 0.1 0.03

O OO Ome,
01 0.03

0.597 0.290

E.g.:

2.9.2 Survival Rate

survival rate in each class : survie

survival rate in each class : 0 0.30 0.90 0.97 0.90

0.97 0.9

NN

2.9.3 Class Size
Equivalent size per class (size occupied by all individuals of a class).

Eg.:

equivalent size of each class : enc

equivalent size of each class : 0.01 0.5 12 3
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2.10 Equilibrate Maximum Number

Equilibrate or not the maximum number of individuals per population (=y equilibrate; =n not
equilibrate).

Equilibrer Nindmax : equil_nindmax

Equilibrer Nindmax : y

2.11 Maximum Number of Individuals
Maximum number of individuals per population

Maximum number of individuals in each population : Nindmax

Maximum number of individuals in each population : 5000 5000

2.12  Equilibrate Initial Number

Equilibrate the initial number of individuals per population (=0 don't equilibrate the class; =1
equilibrate the class)

Equilibrate initial number of individuals in each population : equil_initial_nc

Equilibrate initial number of individuals in each population : 0001100010

2.13 Initial Number Setting

2.13.1 Label
Line label.

Initial number of individuals in each population and each class

2.13.2 Class Header
Class header.

clal <cla2z <cla3 <clad cla5

2.13.3 Initial Number per population and class
For each population and class, the initial number of individuals is set.

pop# Nctemp_config

pop# 10 10 10 10 10

With # as ongoing number of population

2.14 Number of Alleles

Number of alleles for each locus — nuclear then cytoplasmic. The number of alleles is fixed to 256 per
locus.

2.14.1 Number of Nuclear Alleles

Number of alleles for each nuclear locus : Nalleles

Number of alleles for each nuclear locus : 2 4 4 4 4 4 4 4

2.14.2 Number of Cytoplasmic Alleles

Number of alleles for each cytoplasmic locus : Nalleles

Number of alleles for each cytoplasmic locus : 5

2.15 Nuclear Locus Definition
Definition of the nuclear loci: microsatellite or AFLP.

2.15.1 Microsatellite Locus
0= not a microsatellite locus; 1= microsatellite locus

Microsatellite loci : Locus_usat

Microsatellite loci : 0O 1 0 0 1 O O O
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2.15.2 AFLP Locus
0= not an AFLP locus; 1= AFLP locus

Microsatellite loci : Locus_aflp

Microsatellite loci : 0O 0 1 0 O O 1 O

2.16 Selection Settings

2.16.1 Kind of Selection

Different kinds of selection are available:
- g = only genotype
- d = phenotypic directional
-t = phenotypic stabilizing
- n = no selection

Kind of selection : select_type

Kind of selection : g

According to the defined
- kind of selection
- kind of selection

= “g” : refer to lines -33 and -34
“d” Or “t”

kind of selection, different results are generated (cf. Figure 5):

: refer to lines from -35 to -40

Kind of selection :(g depliano. dirar
Selection Hard or Soft; h h 2 £
Selected nuctear 0z (Deneutral, 1-sﬁudaw 100000 D DI-"-I @l

Sabecledme:plasrric I-:-:L(ll-neutral. =gelected) : 0 T R

Fitnazz cosflicients < [P0pR

Locuz M1 Genotype 01-01:10 0.2
Loctus M1 Genotype/01-02 . 05 05
Locus M1/ Genatype 02-02: 02 1.0

alact type (o "'-l"." et "."I":,.
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Figure 5: Extract of the “conf” file focused on the kind of selection and respective settings

2.16.2 Selection
Hard or soft selection:

- h=hard

- s =soft
Selection Hard or Soft : hard_soft
Selection Hard or Soft : h

2.16.3 Nuclear Locus Selection
0= neutral; 1=selected

Selected nuclear loci (O=neutral, l=selected) :

Lnucl_

selectionnes

1 0

Selected nuclear loci (O=neutral, l=selected) :

0O 0 0 0O 0O

2.16.4 Cytoplasmic Locus Selection
0= neutral; 1=selected

Selected nuclear loci (O=neutral, l=selected) :

Lcyto_selectionnes

Selected cytoplasmic loci (O=neutral, l=selected)

2.17 Fitness Coefficients Settings

If the kind of selection is genotypic (line -30), the fitness coefficients are generated for the selected

nuclear loci (line -31).
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2.17.1 Label

Fitness coefficients

2.17.2 Fitness Coefficients

Locus N1 Genotype 01-01 : W_coeff

Locus N1 Genotype 01-01 : 1.0 0.
Locus N1 Genotype 01-02 : 0.5 0
Locus N1 Genotype 02-02 : 0.2 1.0

E.g. only the first nuclear locus is selected (defined in line -31) with two alleles (line -25); that's why
fitness coefficients are defined only for the “Locus N1” with two values.

2.18 Additive Allelic Effects Settings

If the kind of selection is not genotypic (defined in line -30), the additive allelic effects are generated
for the selected nuclear loci (line -31).

2.18.1 Label

Additive allelic effect

2.18.2 Additive Allelic Effects
Additive allelic effect for each allele of each selected locus (nuclear and then cytoplasmic)

Locus N1 : Effect _alnuc

Locus N1 : 0.0447 -1.0736

E.g. only the first nuclear locus is selected (line -31) with two alleles (line -25); that's additive allelic
effects are defined only for the “Locus N1” with two values.

2.19 Variances
Variances are taken into account only if different from zero.

2.19.1 Variance for Dominance

Variance for dominance : VarD

Variance for dominance : 0.0000

2.19.2 Variance for Epistasis

Variance for epistasis : VarE

Variance for epistasis : 0.0000

2.20 Optimal Phenotypic Value
Optimal phenotypic value per population

Optimal phenotypic value : P_optimum

Optimal phenotypic value : -3.16228 3.16228

2.21  Selection Intensity

Selection intensity : intensite_sel

Selection intensity : 1.00 1.00

2.22  Genetic Map

Recombination rates between the nuclear loci:
- the first value corresponds to the rate between the 1% and 2" loci e.g. “0,5”
- the last value corresponds to the rate between the last and the 1° loci

Recombination rates between the nuclear loci : R _coeff

Recombination rates between the nuclear loci : 0.5 0.25 0.5 0.25 0.25 0.5 0.25 0.25

The default value could be set at “0.5”; a validation is required.
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2.23 Cytoplasmic inheritance

Paternal inheritance rates for the cytoplasmic loci:
- 0 = maternal inheritance
- 1 = paternal inheritance
- 0.2 = 20% chance being paternal inherited
Paternal inheritance rates for the cytoplasmic loci : H_coeff
Paternal inheritance rates for the cytoplasmic loci - O
In practice, for each cytoplasmic locus, when a descendant is built, a random number is generated
between 0 and 1; if that number is less than the “H_coeff” of the locus, the allele code from the
father is taken; else it's the maternal one.

2.24 Pollen Flow Matrix

2.24.1 Label

‘Pollen flow matrix

2.24.2 Pollen Flow Matrix

F _coeff
0.999 0.001
0.001 0.999

2.25 Seed Flow Matrix

2.25.1 Label

‘Seed flow matrix

2.25.2 Seed Flow Matrix

G_coeff
0.999 0.001
0.001 0.999

2.26  Mutation Rates
Mutation rates of each locus — nuclear then cytoplasmic.

2.26.1 Nuclear Locus Mutation Rates

Mutation rate of each nuclear locus : M_coeff

Mutation rate of each nuclear locus : 0.0001 0.0001 0.0001 0.0001 0.0001
0.0001 0.0001 0.0001

2.26.2 Cytoplasmic Locus Mutation Rates

Mutation rate of each cytoplasmic locus : M_coeff
Mutation rate of each cytoplasmic locus : 0.000001

2.27 Initial Allelic Frequencies Settings

In case a “save.txt” file is loaded at the simulation initialisation, the given initial allelic frequencies
settings will not be taken into account but fake data have to be within the “conf.txt” file: the structure
of the “N_coeff” parameter must be right.
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Intial allelic frequencies at locus M1
all al2

pop a0 a0

pop2 50 a0

Intial allelic frequencies at locus C1

all al2 al3 ald  als
o] 20 20 20 20 20
popz2 20 20 20 20 20

Figure 6: Extract of the “conf” file focused on the initial allelic frequencies settings

2.27.1 Label
For each locus — nuclear and then cytoplasmic
Initial allelic frequencies at locus N1

2.27.2 Header of Alleles
For each allele defined for the given locus, refer to line -25 for the allele number definition per locus.
all al2

2.27.3 Initial Allelic Frequencies
Initial allelic frequencies displayed per locus, alleles and populations

N_coeff
popl 50 50
pop2 50 50
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3 Annex 2 — Type of Results File

Mumhber of generations : 100 = Generation = Simulated vears (the "generation” lakel iz confusing but really means "simulated years™
Do not save the configuration file
from to Step
Generation 0to 20 step 5 Results from the simulated year ito | every t simulsted vear [ = -1= infinity= number of simulated years)
Gt (17 locus Gst (nuclear and then cytoplasmic), (2) mean Gst of nuclear loci, (3) mean Gst of cytoplasmic loci
Demography [4) populstion sizes after demoaraphy by class, (3 pop. capscity, (6) pop. probabilty of sexual repraduction
Fitnessz (7 population fitness demography by class, (8) mesn populstion finess
Fat (9 locus Fat (nuclesr and then cytoplasmic)
Freqguencies Allelic frequencies per locus for each population
D Potential outputs |
(1071 mean on loci per populstion: Ho, He, Fiz, Ham, Ht, Fit
population mean and variance intrs (11 1o all locus, (12) for microgatelite locus, (13 for QTL locus,
(147 for sflp codominant locus, (151 for aflp dominant locus
Hao
He
& mean number of allgles
Ae: mean effective number of alleles
Ho Population actual heterozyaosty per locus (nuclear and then cytoplasmic) (= Ha)
He Population expected heterozygosity per locus (nuslear and then cytoplasmic) (= He)
Fis Inbreeding coefficient of an individual relstive to it on subpopulstion —within population fixstion indesx
H=m Mean expected heterczygosity per locus (nuclear and then cytoplasmic)
Fism Populstion Fis mean per locus
Ht Flobal genetic diversiy
Fit Inbreeding coefficient of individuals relative to thewhole populstion —total fixstion index
Predominance Maost frequent allslz in a population and s freguency
Pop oy Populstion—Ho, He, A and A2 —means foeall locus, microsatelite locus, @TL locus, AFLP dominant and
AFLP codominant locus
Popar Population —Ho, He, & and L2 — wariances for all locus, microgatelite loous, QTL locus, AFLP dominant and
AFLP codominant locus
Moy arintrapop Mean of population varisnces per locus
Warhoysrintrapop Wariance of population variances per locus
LocGst Gat mean of nuclear loous
MicroGst st mean of microsatellite locus
GuartiGsat Gzt mean of ATL locus
AflpoodGst zat mean of AFLP codaminant locus
AflpdomGst Gzt mean of AFLP dominant locus
Cuarti Guantitative genetic diversity parameters for the quantitstive frait within populstion additive, dominance and
epiztatic variances and among populstion differentistion (25T
Gt Q=T
Sample 50 Generate & sample b file which containg a sample of nindividuals per population
Generation 25 to -1 step 1 Outputs can be reguested for another time step
Gat
Demagraph
~Fst Thiz output is not requested because of " -

Figure 7: “type.txt” file

File read by “resultd.c” file in C++ code.

3.1 File Format

- Lines are not numbered; a line is recognised throughout its label and more over, the number
of words or characters that composed the label.

- Empty lines don't matter.

- Lines beginning with “--” are not taken into account.

3.2 Number of generations
Total number of simulated years (equivalent to the "ngenerationmax" parameter)

Number of generations : n

Number of generations : 100

3.3 Save Settings

|Do not save the configuration file

This line is not mandatory.

Per default, the configuration file (“conf.txt”) is saved. On the contrary, the configuration file is not
saved if this line is defined.
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3.4 Results’ Structure

A structure of results corresponds to the list of types of results requested for a set of simulated years.
Maximum 30 structures of results can be defined.

3.4.1 Results’ Structure Settings

Generation from to to step step

Generation from O to 20 step 5

Parameter name | Parameter description Rank in
line
from Simulated year from which the outputs are displayed 1
to Simulated year to which the outputs are displayed 2
If “to” = -1, requested outputs are displayed for all simulated years
step Outputs are displayed every “steo” simulated years 3

3.4.2 List of Types of Results

Type of result name

Description

Gst

Display locus Gst (nuclear and then cytoplasmic), mean Gst of nuclear loci
and mean Gst of cytoplasmic loci

Demography Display population sizes after demography by class, population capacity and
population probability of sexual reproduction

Fitness Display population fitness demography by class and mean population fithess

Fst Display locus Fst (nuclear and then cytoplasmic)

Frequencies Display allelic frequencies per locus for each population

Ho Display the population observed heterozygosity per locus (nuclear and then
cytoplasmic) (= Ha)

He Display the population expected heterozygosity per locus (nuclear and then
cytoplasmic) (= He)

Fis Display the inbreeding coefficient of an individual relative to its subpopulation
— within population fixation index

Hsm Display mean expected heterozygosity per locus (nuclear and then
cytoplasmic)

Fism Display population Fis mean per locus

Ht Display the global genetic diversity

Fit Display the inbreeding coefficient of individuals relative to the whole

population — total fixation index

Predominance

Display the most frequent allele in a population and its frequency (as this type
of result is useful, it can be kept)

Div Display: mean on loci per population for potential outputs (Ho, He, Fis, Hsm,
Ht and Fit) and mean and variance intra per population for all locus, for
microsatellite, for QTL, for aflp codominant and for aflp dominant

PopMoy Display population — Ho, He, A and Ae — means for all locus, microsatellite
locus, QTL locus, AFLP dominant and AFLP codominant locus

PopVar Display population — Ho, He, A and Ae — variances for all locus, microsatellite

locus, QTL locus, AFLP dominant and AFLP codominant locus

MoyVarlntrapop

Display mean of population variances per locus

VarMoyVarlntrapop

Display variance of population variances per locus

LocGst

Display Gst mean of nuclear locus

MicroGst Display Gst mean of microsatellite locus

QuantiGst Display Gst mean of QTL locus

AflpcodGst Display Gst mean of AFLP codominant locus

AflpdomGst Display Gst mean of AFLP dominant locus

Quanti Display quantitative genetic diversity parameters for the quantitative trait:
within population additive, dominance and epistatic variances and among
population differentiation (Qst)

Qst Display the Qs

Ld Display linkage disequilibrium (not validated yet, to be added in the MetaPop
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GUIl)

Sample [sample_size] | Generate a “sample.txt” file which contains a sample of “sample_size”
individuals per population
Example:

Generation O to 10 step 5

Sample 50
In that case, 3 sample files will be generated: “sample0.txt”, “sample5.txt” and
“samplel0”.txt.

4 Annex 3 — Genotype File of the Last Simulated Year

The source file “ind.c” permits to load and save the “save.txt” file.

Hroacl =]
Noyc o 1
Nallele=s[Hlocus] 2444444445
Npop 2
Hind [Hpopl 4311 4309
He[Npop ] [Hela] 2371536 900 6051035 - ---- -~
110101 31132313

- Bumber of individuals in each class
- First individual, sllele numbers per nuclear
[diphoid) and cytoplasmic Chaploid) loous

Muclear loci:

generation [Mopopl [Mind] [0] (Mol ] i L
generarion [Mpop] [Hind] [1] (Faoael ] First populztion
Crytoplasmic loci:

generation [Mopopl [Nind] [0] [Moyto]

L e R e Nl )
W=rRwrknoOooo oo
B RS TR T R i BTE S S S

01
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1133323021 2302
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Figure 8: “save.txt” file

4.1 File Format
- The parameters are ordered one after the other.

4.2 Number of Loci

4.2.1 Number of Nuclear Loci

Nnucl

8

4.2.2 Number of Cytoplasmic Loci

Ncyto

1

4.3 Number of Alleles
Setting of the number of alleles per locus — nuclear and then cytoplasmic

Nalleles

244444445
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4.4 Number of Populations

Npop
2
4.5 Number of Individuals
Number of individuals in each population at a given simulated year
Nind
4311 4309
4.6 Individuals’ Definition

To define the individuals at the last simulated year, for each population,
- Afirst line is generated to indicate the number of individuals in each class of that population
- Just below, one line per individual of that population is dedicated to its genotype (allele codes
of nuclear and cytoplasmic loci).

4.6.1 Number of Individuals
Number of individuals in each class and population

Nc

237 1536 900 603 1035

4.6.2 Genotype

Allele codes of each locus (nuclear and then cytoplasmic) for each individual of each population at a
given simulated year

generation

11 01 01 31 13 23 13 30 2

E.g. the 16 first values corresponds to the alleles codes of the 8 nuclear loci; the last value “2”
corresponds to the allele code in the single cytoplasmic locus.

For print:
- 1 space between nuclear allele codes
- 2 spaces between nuclear allele codes and cytoplasmic allele code

5 Annex 4 — Result File

The procedure “Compute_results” in “resultd.c” MetaPop source file permits to compute the results.
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Settings for the
random generator

First simulated year

Democraphy

Fitnesz

Gat
Fst

Frequencies

Div Hao

Pophioy

Poptfar

Moy arintrapop
“arMovarintrapop

i
GuantiGat
AflpcodGst
AflpciomGst

Random S1= 12345000000
S2=  B7390.000000

Generation 0 noeneration

Populstion sizes sfter demography by class: (47 Me[kpop]ola]

populstion 1 (zexual reproduction). 1035 B02 598 1539 237

populstion 2 (sexual reproductiony. 1036 B02 598 1539 233
of {no sexual reproduction)

(51 enctMpop]
total space accupied: 493335
total space accupied: 5001 .36

hean fitness after demoaraphy by class: (71 W _moy[Mpop][Foka]
population 1 (zexusl reproduction): 0.000236913 0000222757 0000247463 0.00022157  0.000242495
population 2 (zexusl reproduction): 0.000253181 0000204237 0000255577 0.000215703 0.00022336

(1) Gat per locus (nuclear and cytoplasmic) = GatMocus] (’_{[ ; (31 »
Gat 00000 00001 0.0001 0.0000 00001 00001 00000 00001 00000 00001 00000
Fst 00000 00001 00001 0.0000 00001 00001 0.0000 00001 0.0000 Fatiincuz]

Allelic frequencies at locus M1
all al2

popd 496 204

popZ 200 =200

L]

Allelic fegquencies at locus C1

all al2 ald ald als
popdl 198 202 200 203 196
pop2 200 207 195 198 200

B * d (=50 or 1003 Mind [Mocus] [PopefiMpop]] [Mallelzs[Mocus]]

2ar and then cytoplasmic)

(8) sexMpop]
Probakility of sexual reproduction: 1
Probakility of sexual reproduction; 1

(81 wmoy popdailepop
mean population fitness: 0000231965
mean population fitness: 0000231857

(1-HamnHen)  (1-HzmoMeco)

Ho1 527 07421 07474 0.0000) HalrlocuzlPapefhpop]]
Hoz 0. ; : 3 = : TA3E07SZE 00000
Hel | 05000 07499 (07499 07500 07499 07493 07499 07497 08000 He([Miocus][Popefiipog]]
He2 | 03000 07499 (07497 - 07495 07495 07495 07499 07300 0.7995 mean
Fiel © 0087 00083 00089 (00003 -00112 -00039 00105 [ 00030 | 1.0000 Fis{tlocus)[PopeftMoop]]
Fiz2 : 0OOB3 -00030 00116 f00103 00017 00023 00082 |-00033 ) 1.0000
Hzm : 05000 07499 | 07493 & 074859 07493 07499 07499 07493 07999 Hamilocus]
H ¢ 05000 07300 07499 07500 07500 07500 07499 07498 (0.5000 He[Mlocus][Mpopetf]
Ft = 00125 00027 00104 00054 -00113 -00030 00093 E-_D_EIEID4 [ 1.0000 Fis{Mocuz][Mpopet]
3 (113 Al locus (123 Microestelite 13 aTL (141 AFLP codatminant (157 AFLP clamirant
Ho  He A Ae Hol=sat) He(sat) Afsaf)  Aszat) Holet  He(eth  Aloth A el Holaflpood)  Helaflpooo)  Alsflocod)  Ae(aflpood) Helaflpdom)  Afsflpdam)  As{aflpoom)
Popt T D364 07277 38869 38670 07510 07493 40000 39979 04906 05000 20000 18999 0.7426 0.7499 4.0000 3.8983 04918 20000 19681
Watiances infrapopd : 00571 0.0067 05432 05427{0.0001;.. 0.0000 00000 00000 00000 00000 00000 00000 0.0000 0.0000 0.0000 0.0000 00000 0.0000 0.0000
PopZ Holoc Heloo locm - Aglocm Holoc_ usat Heloc_usat Aldcm_usat Aelocm_wsat Holoc ot Heloc el &locm_otl Aelocm_otl Holoc_afipcod Heloc_aflpcod Alocm_aflpood Aslocm_atipcod Heloc_afipdom Aloom_sflpdom Aelocm_aflpdam
Wariances intrspop | vardois vards ke vartbem Yarse loom vaiol __g_s_gt'va_rﬁ:eicc__lszt'\na.'mctm_lxat\iame oM RSt WarHoIos_q v aria i qu y End oem g vanss ioom_qi vardoloc atpeod varke oo, Snpeod VarAkem _aipeod Y Erde Kom_anpood warks e aipdom Warkem_anpoom vare oo _anpdom
ey U pop 06370 07277 5.8859 3.8871 0.7932 D.?-E499 40000 39930 04957 05000 20000 4.9999 0.7425 0.7499 4.0000 38973 0.4907 2.0000 1.8635
War sur pop 0.0000 0.0000 -0.0000 0.0000 00000 00000 00000 00000 00000 00000 00000 00000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000
Moy des ver intrapop: 00371 00067 05432 05426/00000~0.0000 00000 00000 00000 00000 00000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000
War des moy des var intrapop ;. 0.0000 0.0000-0.0000 0.0000 0.0000 0.0000 0.0000 00000 00000 0.0000 00000 00000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000
G_all 0.0001 = {1-Hzmilos F Htloc)
G_usst 0.0001 = [1-Hamloc_usat fHiloc usat)
G _@TLs 00000 = {1-Hamloc_gtl S Hiloc_oth
G_AFLPcodom 00001 = (1-Hamloc_aflacod § Hiloc_ sflpcod)
G_AFLPdom 0.0001 = {1-Hamloc_aflpdom § Hiloo_afladom]
Generation 1
[..]
Figure 9: “res.ixt” file
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5.1 File Format

- Decimal are expressed with a dot.
- Results are displayed according to the user request defined in the “type.txt” file.

5.2 Random Generator Settings
“void Srandom” in “proba.c” file

The random generator settings permit to reproduce a simulation using the same list of random
numbers, etc.

5.2.1 First Random Generator Setting

Random S1= S1

Random S1= 12345.000000

5.2.2 Second Random Generator Setting

S2= S2

S2= 67890.000000

5.3 Current Simulated Year
The ongoing simulated year to which the results are computed is displayed next to the “Generation”
label.

Generation ngeneration

Generation 0

5.4 Demography Results

Those lines are only generated if the “Demography” type of results is requested in the “type.txt” file.
“void Print_demo_cla” in “demo_migr.c” file

The first line is the header of the demographical results; then, one line is dedicated to each population
for displaying the “Nc”, “enct” and “sex” parameters.

5.4.1 Label

Population sizes after demography by class:

5.4.2 Demographical Results per Class

population pop (sexual reproduction): Nc total space occupied:
enct Probability of sexual reproduction: sex
population 1 (sexual reproduction): 1035 602 898 1539 237 total space occupied:
4998.35 Probability of sexual reproduction: 1
= Parameters
Parameter name \ Parameter description Rank in line
Label: “population” 1
pop \ Ongoing population number (MetaPop local parameter) 2
Label different given the “repsex” parameter: 3

“(no sexual reproduction)” for “repsex”=0 or
“(sexual reproduction)” for “repsex”=1

Nc \ Number of individuals per population and per class 4
Label: “total space occupied:” 5
enct \ Total stand basal area per population 6
Label: “Probability of sexual reproduction:” 7
sex \ Probability of sexual reproduction 8
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55 Fitness Demographical Results
Those lines are only generated if the “Fitness” type of results is requested in the “type.txt” file.

The first line is the header; then, one line is dedicated to each population for displaying the population
fitness demography by class and the mean population fitness.

5.5.1 Label

Mean fitness after demography by class:

5.5.2 Fitness Demographical Results per Class

population pop (sexual reproduction): W _moy mean population fitness:
wmoypop/tail lepop
population 1 (sexual reproduction): 0.000236919 0.000222757 0.000247463

0.00022157 0.000242495 mean population fitness: 0.000231965
= Parameters
Parameter name \ Parameter description Rank in line
Label: “population” 1
pop Ongoing population number (MetaPop local 2
parameter)
Label different given the “repsex” parameter: 3

“(no sexual reproduction)” for “repsex”=0 or
“(sexual reproduction)” for “repsex”=1

W_moy \ Mean population fitness per population and per class 4
Label: “mean population fitness :” 5
TreeMBase mean_pop_fitness \ Mean population fitness = wmoypop / taillepop 6

“TreeMBase_mean_pop_fitness” parameter is created to represent the parameter composed
of the “wmoypop” and “taillepop” MetaPop local parameters.

wmoypop Total fitness per population (MetaPop local parameter) 6
taillepop Total number of individuals per population (MetaPop local 6
parameter)

5.6 Gst Results
That line is only generated if the “Gst” type of results is requested in the “type.txt” file.

Gst Gst 1-Hsmn/Hen 1-Hsmc/Hec
Gst 0.0000 0.0001 0.0001 0.0000 0.0001 0.0001 0.0000 0.0001 0O.0000 0.0001 0.0000

= Parameters

Parameter name \ Parameter description Rank in line
Label: “Gst” 1
Gst Gst per locus (nuclear and then cytoplasmic) 2
TreeMBase mean _gstn | Mean Gst of nuclear loci 3
TreeMBase _mean_gstc | Mean Gst of cytoplasmic loci 4

“TreeMBase_mean_gstn” parameter is created to represent the calculation: 1-Hsmn/Hen.
“TreeMBase_mean_gstn” parameter is created to represent the calculation: 1-Hsmc/Hec.

Hsmn Cumulative Hsm[Nnucl] 3
Hen Cumulative He[Nnucl][Npopeff] 3
Hsmc Cumulative Hsm[cytoplasmic loci] 4
Hec Cumulative He[cytoplasmic loci][Npopeff] 4

5.7 Fst Results
That line is only generated if the “Fst” type of results is requested in the “type.txt” file.

Fst Fst
Fst 0.0000 0.0001 0.0001 0.0000 0.0001 0.0001 0.0000 0.0001 0.0000
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= Parameters

Parameter name \ Parameter description Rank in line
Label: “Fst” 1
Fst \ Fst per locus (nuclear and then cytoplasmic) 2
5.8 Allelic Frequencies
The allelic frequencies are only generated if the “Frequencies” type of results is requested in the
“type.txt” file.
Allelic frequencies at locus N1
all al2
popl 49.6 50.4
pop2 50.0 §0.0
dllelic frequencies at locus N2
all al2 all ald
popl 25.3 24 .4 25.7 24.5
pop2 24 .2 24.8 25 .3 25,7
Allelic fregquencie=s at locus N3
all alZ all ald
popl 25.1 25.2 25.5 24.3
pop2 24.2 24.1 26.1 25 .6
[.]
Allelic frequencies at locus N8
all al:s ali ald
popl 26.4 25.1 24.8 23.8
pop2 25.4 25.3 24 .8 24 .5
Allelic frequencies at locus Cl
all al2 all ald alsS
popl 19.8 20.2 20,0 20.3 19.6
pop2 20.0 20.7 19.8§ 19.8 20.0

Figure 10 : Extract of the “res” file focused on the allelic frequencies

5.8.1 Labels
Two lines are displayed before the allelic frequencies:

- The first line permits to identify the locus with a letter (“N” for nuclear and “C” for

cytoplasmic) plus an identifying number.
- The second line lists the allele codes corresponding to the current locus.

Allelic frequencies at locus N1
all al2

5.8.2 Allelic Frequencies Values

Poppop N * d / Nind

popl 49.6 50.4
pop2 50.0 50.0

= Parameters

Parameter name \ Parameter description Rank in line
Label: “pop” 1
pop Ongoing population number (MetaPop local parameter) 2
TreeMBase_frequencies | Allele frequency per locus, per population and per allele 3

expressed as percentage

“TreeMBase_frequencies” parameter is created to represent the calculation: N * d / Nind.

N Number of allele copies per locus, per population and per allele 3
d d =50 or 100 3
Nind Number of individuals per population 3
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5.9 Potential Outputs — Mean per Locus and Population

Means on loci per population can be displayed for potential outputs — Ho, He, Fis, Hsm, Ht, Fit — only
if the “Div” type of results is requested in the “type.txt” file. Mean and variance intra per population
are also generated.

(107 Mean per-locus (nuclear and then cytoplasmic]

Dy Hao Hol 04906 07437 07432 07497 07583 07527 07421 07474 00000
Ho2 04985 0752 07410 07422 0VSEE 0757y 07438 07528 00000
He Hel © 05000 07493 (07499 0ys00 07495 07488 07485 074597 08000

HeZ 045000 07499 | 07487 07499 07499 07499 07499 07500 079398

Fiz Fis1 | 00187 00083 00089 00003 -00112 -0.0039 00405 [0.0030 | 1.0000
Fig2 : 00063 -00030 00116 Q00103 -00117 -0.0023 00052 (-0.0039 & 1.0000

Hezm Hsm @ 05000 07499 'D.T-'-'-lElB_1 07498 07499 07498 07498 07495 ;I:I.TEIEIEI
Ht Ht ¢ 05000 07500 07489 0500 07500 07500 07499 07485 105000
Fit Fit = 00125 00027 00104 00054 -00113 -00030 00093 |-0.0004 1.0000

(117140 locus (12) Microsatelits 13

Ho  He A Le Holzat) Helzat) Afzef) Ae(zat) Holod

Popl e TDA3G4Y 07277 36809 38870 07510 07499 40000 389979 04490

Wariances inrapopl ;00571 00067 0.5432 0.5427(0.0001%.. 0.0000 00000 00000 0000
Pop2 Holoc  Heloc  Alocm Aelocm Holoc_usat Heloc_usat Aldem_usat Aelocm_usst Holoc_gtl |
Yariances inrapop2 © vardoos varkeke VaRARC varss loom warkoloe Katvar oo 1t VaTAIoom i St varke kem_1sa

Figure 11 : Extract of the “res” file focused on the potential outputs (mean per locus and population)

5.9.1 Ho — Actual Heterozygosity

A line is displayed for each population; as many values as number of loci (nuclear and then
cytoplasmic) are generated.

Hopop Ho

Hol 0.4906 0.7437 0.7432 0.7497 0.7583 0.7527 0.7421 0.7474  0.0000

= Parameters

Parameter name \ Parameter description Rank in line
Label: “Ho” 1
pop Ongoing population number (MetaPop local parameter) 2
Ho Observed heterozygosity per locus in each population 3

5.9.2 He — Expected Heterozygosity

A line is displayed for each population; as many values as number of loci (nuclear and then
cytoplasmic) are generated.

Hepop He

Hel 0.5000 0.7499 0.7499 0.7500 0.7499 0.7498 0.7499 0.7497  0.8000

= Parameters

Parameter name \ Parameter description Rank in line
Label: “He” 1
pop Ongoing population number (MetaPop local parameter) 2
He Expected heterozygosity per locus in each population 3

5.9.3 Fis — Within Population Fixation Index

A line is displayed for each population; as many values as number of loci (nuclear and then
cytoplasmic) are generated.

Fispop Fis

Fisl 0.0187 0.0083 0.0089 0.0003 -0.0112 -0.0039 0.0105 0.0030 1.0000

= Parameters

Parameter name \ Parameter description Rank in line
Label: “Fis” 1
pop Ongoing population number (MetaPop local parameter) 2
Fis Within population fixation index per locus in each population 3
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5.9.4 Hsm — Mean Expected Heterozygosity

A single line is displayed to display to means across populations of the previous “He” calculations; as
many values as humber of loci (nuclear and then cytoplasmic) are generated.

Hsm Hsm

Hsm 0.5000 0.7499 0.7498 0.7499 0.7499 0.7499 0.7499 0.7498 0.7999

= Parameters

Parameter name \ Parameter description Rank in line
Label: “Hsm” 1
Hsm \ Mean expected heterozygosity per locus across population 2

5.9.5 Ht - Global Genetic Diversity

A single line is displayed; as many values as number of loci (nuclear and then cytoplasmic) are
generated.

Ht TreeMBase Ht

Ht 0.5000 0.7500 0.7499 0.7500 0.7500 0.7500 0.7499 0.7498 0.8000

= Parameters

Parameter name \ Parameter description Rank in line
Label: “Ht” 1
TreeMBase Ht \ Global genetic diversity 2

- “TreeMBase_Ht” parameter is created to represent the calculation: He[Nlocus][Npopeff].
He Expected heterozygosity per locus in each population 2
Nlocus Number of loci (nuclear loci + cytoplasmic loci) 2
Npopeff Number of populations with at least 10 individuals 2

5.9.6 Fit— Total Fixation Index

A single line is displayed to display to means across populations of the previous “Fis” calculations; as
many values as humber of loci (nuclear and then cytoplasmic) are generated.
Fit TreeMBase Fit

Fit 0.0125 0.0027 0.0104 0.0054 -0.0113 -0.0030 0.0093 -0.0004 1.0000

= Parameters

Parameter name \ Parameter description Rank in line

Label: “Fit” 1

TreeMBase_Fit \ Total fixation index 2
“TreeMBase_Fit” parameter is created to represent the calculation: Fis[Nlocus][Npopeff].

Fis Within population fixation index per locus in each population 2

Nlocus Number of loci (nuclear loci + cytoplasmic loci) 2

Npopeff Number of populations with at least 10 individuals 2

5.9.7 Mean and Variance Intra per Population

Per population, a line is dedicated to the population means and another one for the variances intra
(cf. Figure 12). The results are always generated for all loci and, if defined, possibly for microsatellite,
QTL, AFLP codominant and AFLP dominant loci.

. Ha He & As  Ho(sat) He(zat) Afzal) Ae(sal) Ho(ot) He(oql) Algth  As(ci
Pop e 63640 07277 38889 36870 07510 07435 40000 35579 04506 05000 20000 19999
Yariances infrapopt - 0.0571 00067 05432 05427 00001, 00000 00000 00000 00000 00000 O0000 00000

14 L F € COTIUNEiT 453 ' ! 10 MRSt

Holaflpcod)  He(sflpcod) Adaflpcod) As(aflpcod) He(aflpdom)  Alaflpdom)  As(aflpdom)
07426 0.7499 4.0000 39985 04919 20000 1.9681

[...] 0.0000 0.0000 0.0000 00000 00000 0.0000 0.0000

Figure 12 : Extract of the “res” file focused on the population mean and variance intra

A first line contains the labels.
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Ho He A Ae

Ho(sat) He(sat) A(sat) Ae(sat) Ho(qtl) He(gtl) A(qtl) Ae(qth)

Ho(aflpcod) He(aflpcod) A(aflpcod) Ae(aflpcod) He(aflpdom) A(aflpdom) Ae(aflpdom)

The second line displays the population mean results.

2.0000 1.9999

0.7426 0.7499 4.0000 3.9985 0.4919 2.0000 1.9681

Popl 0.6364 0.7277 3.8889 3.8870 0.7510 0.7499 4.0000 3.9979 0.4906 0.5000

= Parameters

Parameter name | Parameter description Rank in
line

Label: “Pop” 1
pop Ongoing population nhumber (MetaPop local parameter) 2
Holoc Population Ho mean across loci in each population 3
Heloc Population He mean across loci in each population 4
Alocm Population A across loci in each population 5
Aelocm Population Ae across loci in each population 6
Holoc_usat Population Ho mean across microsatellite loci in each population -7
Heloc_usat Population He mean across microsatellite loci in each population -8
Alocm_usat Population A mean across microsatellite loci in each population -9
Aelocm_usat Population Ae mean across microsatellite loci in each population -10
Holoc_qtl Population Ho mean across QTL loci in each population -11
Heloc_qtl Population He mean across QTL loci in each population -12
Alocm_qtl Population A mean across QTL loci in each population -13
Aelocm_qtl Population Ae mean across QTL loci in each population -14
Holoc_aflpcod Population Ho mean across AFLP codominant loci in each population -15
Heloc_aflpcod Population He mean across AFLP codominant loci in each population -16
Alocm_aflpcod Population A mean across AFLP codominant loci in each population -17
Aelocm_aflpcod Population Ae mean across AFLP codominant loci in each population -18
Heloc_aflpdom Population Ho mean across AFLP dominant loci in each population -19
Alocm_aflpdom Population He mean across AFLP dominant loci in each population -20
Aelocm_aflpdom | Population A mean across AFLP dominant loci in each population -21

NB: As the order could vary according to the loci definitions (microsatellite, QTL, etc.), ranks in line

could be negative.

The third line displays the variance intra results per population.

0.0000 0.0000

Variances intrapopl

: 0.0571 0.0067 0.5432 0.5427 0.0001 0.0000 0.0000
0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000 0.0000

= Parameters

Parameter name Parameter description Rank in
line
Label: “Variances intrapop” 1
pop Ongoing population number (MetaPop local parameter) 2
VarHoloc Population Ae mean across AFLP dominant loci in each population 3
VarHeloc Population He variance across loci in each population 4
VarAlocm Population A variance across loci in each population 5
VarAelocm Population Ae variance across loci in each population 6
VarHoloc_usat Population Ho variance across microsatellite loci in each population -7
VarHeloc_usat Population He variance across microsatellite loci in each population -8
VarAlocm_usat Population A variance across microsatellite loci in each population -9
VarAelocm_usat Population Ae variance across microsatellite loci in each population -10
VarHoloc_qtl Population Ho variance across QTL loci in each population -11
VarHeloc_qtl Population He variance across QTL loci in each population -12
VarAlocm_qtl Population A variance across QTL loci in each population -13
VarAelocm_qtl Population Ae variance across QTL loci in each population -14
VarHoloc_aflpcod Population Ho variance across AFLP codominant loci in each -15
population
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VarHeloc_aflpcod Population He variance across AFLP codominant loci in each -16
population

VarAlocm_aflpcod Population A variance across AFLP codominant loci in each -17
population

VarAelocm_aflpcod | Population Ae variance across AFLP codominant loci in each -18
population

VarHeloc_aflpdom Population He variance across AFLP dominant loci in each population -19

VarAlocm_aflpdom | Population A variance across AFLP dominant loci in each population -20

VarAelocm_aflpdom | Population Ae variance across AFLP dominant loci in each population -21

5.10 Population Mean

A single line is displayed with the population means on loci — Ho, He, A and Ae; only if the “PopMoy”
type of results is requested in the “type.txt” file.

‘MD':.-' SUF POp 06370 07277 38889 38571 07532 07493 40000 39950 04337 05000 20000 1.EIBBEI|

= Parameters

Parameter name Parameter description Rank
in
line

Label: “Moy sur pop :” 1

TreeMBase getmean_Npop Holoc Get_mean(Npopeff, Holoc) 2

TreeMBase getmean Npop Heloc Get_mean(Npop,Heloc) 3

TreeMBase_getmean_Npop_Alocm Get_mean(Npop,Alocm) 4

TreeMBase getmean_Npop_Aelocm Get_mean(Npop,Aelocm) 5

TreeMBase getmean Npop Holoc usat Get_mean(Npoo,Holoc_usat) -6

TreeMBase getmean Npop_Heloc usat Get_mean(Npop,Heloc_usat) -7

TreeMBase getmean Npop Alocm_usat Get_mean(Npop,Alocm_usat) -8

TreeMBase getmean Npop_ Aelocm_usat Get_mean(Npop,Aelocm_usat) -9

TreeMBase getmean_Npop_ Holoc_gtl Get_mean(Npop,Holoc_qtl) -10

TreeMBase getmean Npop Heloc gtl Get_mean(Npop,Heloc_qtl) -11

TreeMBase_getmean_Npop_Alocm_qtl Get_mean(Npop,Alocm_qtl) -12

TreeMBase getmean_Npop_Aelocm_qgtl Get_mean(Npop,Aelocm_qtl) -13

TreeMBase getmean Npop Holoc_aflpcod Get_mean(Npop,Holoc_aflpcod) -14

TreeMBase getmean_Npop Heloc_aflpcod Get_mean(Npop,Heloc_aflpcod) -15

TreeMBase getmean Npop Alocm_aflpcod Get_mean(Npop,Alocm_aflpcod) -16

TreeMBase_getmean_Npop_Aelocm_aflpcod Get_mean(Npop,Aelocm_aflpcod) -17

TreeMBase getmean_Npop_Heloc_aflpdom Get_mean(Npop,Heloc_aflpdom) -18

TreeMBase getmean Npop Alocm_aflpdom Get_mean(Npop,Alocm_aflpdom) -19

TreeMBase getmean Npop_ Aelocm_aflpdom | Get_ mean(Npop,Aelocm_aflpdom) -20

“TreeMBase_getmean_Npop_...” parameters are created to represent the calculation made in

the “Get_mean” function.

5.11 Population Variance

A single line is displayed with the population variances on loci — Ho, He, A and Ae; only if the “PopVar”
type of results is requested in the “type.txt” file.

"‘v’ar ELY pOp 0.0000 0.0000 -0,0000 00000 0.0000 00000 00000 00000 00000 00000 00000 00000 |

= Parameters

Parameter name \ Parameter description Rank in line
Label: “Var sur pop :” 1
TreeMBase getvar Npop_ Holoc Get_var(Npop,Holoc) 2
TreeMBase getvar Npop Heloc Get_var(Npop,Heloc) 3
TreeMBase getvar_Npop_Alocm Get_var(Npop,Alocm) 4
TreeMBase getvar Npop_ Aelocm Get_var(Npop,Aelocm) 5
TreeMBase getvar Npop Holoc usat Get var(Npop,Holoc_usat) -6
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TreeMBase getvar Npop Heloc usat Get var(Npop,Heloc_usat) -7
TreeMBase getvar_Npop_Alocm_usat Get_var(Npop,Alocm_usat) -8
TreeMBase getvar Npop Aelocm_usat Get var(Npop,Aelocm_usat) -9
TreeMBase_getvar_Npop_Holoc_qtl Get_var(Npop,Holoc_qtl) -10
TreeMBase getvar_Npop_Heloc_qtl Get_var(Npop,Heloc_qtl) -11
TreeMBase getvar Npop_Alocm_qtl Get _var(Npop,Alocm_qtl) -12
TreeMBase getvar_ Npop_Aelocm_qtl Get var(Npop,Aelocm_qtl) -13
TreeMBase getvar Npop Holoc aflpcod Get var(Npop,Holoc_aflpcod) -14
TreeMBase getvar Npop_ Heloc_aflpcod Get var(Npop,Heloc_aflpcod) -15
TreeMBase getvar_Npop_Alocm_aflpcod Get_var(Npop,Alocm_aflpcod) -16
TreeMBase getvar Npop Aelocm_aflpcod Get var(Npop,Aelocm_aflpcod) -17
TreeMBase_getvar_Npop_Heloc_aflpdom Get_var(Npop,Heloc_aflpdom) -18
TreeMBase getvar_Npop_Alocm_aflpdom Get_var(Npop,Alocm_aflpdom) -19
TreeMBase getvar Npop_ Aelocm_aflpdom Get var(Npop,Aelocm_aflpdom) -20
- “TreeMBase_getvar_Npop_...” parameters are created to represent the calculation made in

the “Get_var” function.

5.12 Mean of Population Variance

A single line is displayed with the mean of population variances on loci — Ho, He, A and Ae; only if the
“MoyVarlntrapop” type of results is requested in the “type.txt” file.

Moy des var intrapop : 0.0571 0.0067 0.5432 0.5426(0.0000-40.0000

0.0000  0.0000

00000 00000 0uO000 G.ﬂﬂ-[!]|

= Parameters

Parameter name Parameter description Rank
in line
Label: “Moy des var intrapop :” 1
TreeMBase getmean Npop_ VarHoloc) Get_mean(Npop,VarHoloc) 2
TreeMBase getmean_Npop_VarHeloc) Get_mean(Npop,VarHeloc) 3
TreeMBase getmean Npop VarAlocm) Get_mean(Npop,VarAlocm) 4
TreeMBase getmean_ Npop_ VarAelocm) Get_mean(Npop,VarAelocm) 5
TreeMBase getmean_Npop_VarHoloc usat) Get_mean(Npop,VarHoloc_usat) -6
TreeMBase getmean Npop VarHeloc usat) Get_mean(Npop,VarHeloc usat) -7
TreeMBase_getmean_Npop_VarAlocm_usat) Get_mean(Npop,VarAlocm_usat) -8
TreeMBase getmean Npop_VarAelocm_usat) Get_mean(Npop,VarAelocm_usat) -9
TreeMBase getmean Npop_ VarHoloc gtl) Get_mean(Npop,VarHoloc_qtl) -10
TreeMBase getmean Npop_VarHeloc qtl) Get_mean(Npop,VarHeloc_qtl) -11
TreeMBase_getmean_Npop_VarAlocm_qtl) Get_mean(Npop,VarAlocm_qtl) -12
TreeMBase getmean Npop_ VarAelocm_qtl) Get_mean(Npop,VarAelocm_qtl) -13
TreeMBase getmean_Npop_VarHoloc_aflpcod) Get_mean(Npop,VarHoloc_aflpcod) -14
TreeMBase getmean Npop VarHeloc aflpcod) Get_mean(Npop,VarHeloc aflpcod) -15
TreeMBase_getmean_Npop_VarAlocm_aflpcod) Get_mean(Npop,VarAlocm_aflpcod) -16
TreeMBase getmean_Npop_VarAelocm_aflpcod) Get_mean(Npop,VarAelocm_aflpcod) -17
TreeMBase getmean Npop VarHeloc aflpdom) Get_mean(Npop,VarHeloc_aflpdom) -18
TreeMBase getmean_ Npop_VarAlocm_aflpdom) Get_mean(Npop,VarAlocm_aflpdom) -19
TreeMBase getmean Npop VarAelocm aflpdom) | Get mean(Npop,VarAelocm aflpdom) -20

- “TreeMBase_getmean_Npop_Var...” parameters are created to represent the calculation

in the “Get_mean” function.

5.13 Variance of Population Variance

A single line is displayed with the variance of population variances on loci — Ho, He, A and Ae; only if

the “VarMoyVarintrapop” type of results is requested in the “type.txt” file.

made

| var des moy des ver intrapop © 00000 0.0000-0.0000 00000 0.0000 00000 00000 0.0000 00000 00000 00000 0.0000 |

= Parameters

\ Parameter name

| Parameter description

| Rank
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in line
Label: “Var des moy des var intrapop :” 1
TreeMBase getvar Npop VarHoloc Get_var(Npop,VarHoloc) 2
TreeMBase_getvar_Npop_VarHeloc Get_var(Npop,VarHeloc) 3
TreeMBase getvar_ Npop_VarAlocm Get_var(Npop,VarAlocm) 4
TreeMBase getvar Npop VarAelocm Get var(Npop,VarAelocm) 5
TreeMBase getvar_Npop_VarHoloc usat Get_var(Npop,VarHoloc_usat) -6
TreeMBase getvar Npop VarHeloc usat Get var(Npop,VarHeloc usat) -7
TreeMBase getvar Npop_ VarAlocm_usat Get_var(Npop,VarAlocm_usat) -8
TreeMBase getvar Npop VarAelocm_usat Get_var(Npop,VarAelocm_usat) -9
TreeMBase getvar Npop VarHoloc qgtl Get var(Npop,VarHoloc _gtl) -10
TreeMBase_getvar_Npop_VarHeloc_qtl Get_var(Npop,VarHeloc_qgtl) -11
TreeMBase getvar Npop VarAlocm_qtl Get_var(Npop,VarAlocm_qtl) -12
TreeMBase getvar Npop VarAelocm qtl) Get var(Npop,VarAelocm_qtl) -13
TreeMBase getvar Npop_ VarHoloc aflpcod Get_var(Npop,VarHoloc_aflpcod) -14
TreeMBase_getvar_Npop_VarHeloc_aflpcod Get_var(Npop,VarHeloc_aflpcod) -15
TreeMBase getvar Npop_ VarAlocm_aflpcod Get var(Npop,VarAlocm_aflpcod) -16
TreeMBase getvar_Npop_VarAelocm_aflpcod Get_var(Npop,VarAelocm_aflpcod) -17
TreeMBase getvar Npop VarHeloc aflpdom Get _var(Npop,VarHeloc aflpdom) -18
TreeMBase_getvar_Npop_VarAlocm_aflpdom Get_var(Npop,VarAlocm_aflpdom) -19
TreeMBase getvar Npop_ VarAelocm_aflpdom Get_var(Npop,VarAelocm_aflpdom) -20

- “TreeMBase_getvar_Npop_Var...” parameters are created to represent the calculation made in

the “Get_var” function.

5.14 Gst Mean of Nuclear Locus

This result is displayed only if the “LocGst” type of results is requested in the “type.txt” file.

' G_all 0.0001

= Parameters

Parameter name Parameter description Rank
in line

Label: “G_all” 1

TreeMBase getgst Hsmloc Htloc \ Get_gst(Hsmloc,Htloc) 2

“TreeMBase_getgst Hsmloc_Htloc” parameter is created to represent the calculation made in

the “Get_gst” function.

5.15 Gst Mean of Microsatellite Locus

This result is displayed only if the “MicroGst” type of results is requested in the “type.txt” file.

| G_usat 0.0001

= Parameters

Parameter name Parameter description Rank
in line

Label: “G_usat” 1

TreeMBase getgst Hsmloc usat Htloc usat \ Get _gst(Hsmloc usat,Htloc_usat) 2

“TreeMBase_getgst Hsmloc_usat_Htloc_usat”
calculation made in the “Get_gst” function.

5.16 Gst Mean of Microsatellite Locus

parameter is created

to

represent the

This result is displayed only if the “QuantiGst” type of results is requested in the “type.txt” file.

| G_QTLs 0.0000

= Parameters

\ Parameter name Parameter description

\ Rank in ]
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line

Label: “G_QTLs”

1

TreeMBase getgst Hsmloc gtl Htloc qtl

\ Get _gst(Hsmloc gtl,Htloc_qtl)

2

- “TreeMBase_getgst Hsmloc_qtl Htloc_qtl” parameter is created to represent the calculation

made in the “Get_gst” function.

5.17 Gst Mean of AFLP Codominant Locus
This result is displayed only if the “AflpcodGst” type of results is requested in the “type.txt” file.

| G_AFLPcodom 0.0001

= Parameters

Parameter name Parameter description Rank
in line

Label: “G_AFLPcodom ” 1

TreeMBase getgst Hsmloc_aflpcod Htloc_aflpcod \ Get_gst(Hsmloc_aflpcod,Htloc_aflpcod) 2

- “TreeMBase_getgst Hsmloc_aflpcod Htloc_aflpcod” parameter is created to represent the

calculation made in the “Get_gst” function.

5.18 Gst Mean of AFLP Codominant Locus

This result is displayed only if the “AflpdomGst” type of results is requested in the “type.txt” file.

| G_AFLPdom 0.0001

= Parameters

Parameter name Parameter description Rank
in
line

Label: “G_AFLPdom ” 1

TreeMBase getgst Hsmloc_aflpdom_Htloc_aflpdom | Get_gst(Hsmloc_aflpdom,Htloc_aflpdom) 2

- “TreeMBase_getgst Hsmloc_aflpdom_Htloc_aflpdom” parameter is created to represent the

calculation made in the “Get_gst” function.

6 Annex 5 — Sample File

The source file “ind.c” permits to generate a “sample[n].txt” file.

The “sample.txt” file is generated if the option “Sample [sample_size]” (e.g. “Sample 50”) is defined in
the “type.txt” file where sample_size is the sample size in each population.

The individual trees are randomly sampled in the population.
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Figure 13 : “sample” file

6.1 File Format

25
a0 50050050 50 50 50050030 S0 50 30 5050 50 50 50 50 50 50 5050 30 50 50

2090

100100 100100100100 100 100100 100 100100100100 100100 100 100100 100100 [...] 100

0.230769 00225564 0.00225056 0.000225006 2 25001&-05 2.25e-06 2.25e-07 2.25:-05 2.5-09 2.5e-09
2.25e-03 2.20e-07 220208 2.230012-05 0000223006 000225056 00223364 0230768 0.5 0230769
00223564 000225036 0000223006 2 25001e-05 2 2506 2 2507 2.252-08 25809 2.5e-09 2 2003 2 20e-
07 2.29g-06 2.25001e-05 00002235005 0.00225056 0.0225564 0.230769 0.5 0.230769 0.0225564 0.00225056
0000223006 2 25001 e-03 2 25e-06 225207 2.252-08 25809 2.5e-09 220208 2 25e-07 225206 2.25007e-
03 0000225006 000223036 00225564 0.230769 0.5 0.230769 0.0223364 000225056 0.000225006

225001 e-05 2 25e-06 2.25e-07 2.23e-058 2 .5e-09 2 .5e-09 2 25203 2 25e-07 2.25e-06 2 23001 e-05
0.000225006 0.002235056 0.0225364 0.230768 0.5 0.230769 0.022:5564 0.00223036 0.000225006 2 25001 e-035
2.25e-06 2 25e-07 2 28608 2.5e-08 2 56-09 2 25e-08 2 25e-07 2 25:-06 2. 25001 e-05 0.000225006
0.00225036 0.0225564 0.230769 0.5 0.230769 0.0223564 000225056 0.000223006 2 25001 e-05 2 25e-06
2.25e-07 2.25e-08 2.5e-09 2. 5e-09 2 25608 2.25e-07 2 25e-06 2 25001 e-05 0.0002235006 0.00223036
00225564 0.230769 0.5 0230769 0.0225564 0.00225056 0.000225008 225001 e-05 2 258-06 2 28507 2 25e-
08 2.5e-03 2.5e-09 2 25008 2 258-07 2 2806 2 25001e-05 0.00022:5006 0.00225056 0.0225564 0230769
0.5 0.230769 0.0225564 0.00225056 0.000225006 2 25001e-05 2 25e-06 2 25e-07 2.25e-03 2 5e-03 2 5e-09
225e-08 2 25e-07 2. 25e-06 2 25001 2-05 0000225006 000225056 0.0225564 0230765 0.5 0.230769
00225564 0.00225056 0.000225006 2 25001 e-05 2 25e-08 2 25e-07 2.25e-08 25209 2 5.-03 2 2508 2 25e-
07 2.25e-06 2.23001e-05 0.000225006 0.00225056 0.0225564 0230769 0.5 0.230769 0.0225564 0.00225056
0.000225006 2 25001 e-05 2 25e-06 225207 2. 25e-05 2 5e-09 2 5e-03 2 2508 2 25e-07 225006 2 25001 e-
05 0.000225006 000225056 00225564 0.230769 0.5 0.230769 0.0225564 0.00225056 0.000225006
225001e-03 225206 2 2007 220208 2.52-09 2.52-09 2 25203 2 2007 2.25e-08 22300105
0.000223006 0.00223056 00225564 02307689

T B3 3023335392337 T 0252060000090 1018856500656 70457 57 41 41 45451212202018
18 64643939394291 919696584 8485651914527 386050309911 7425857352969 8967 594 64
VITIOBOE 4270846955 VE VI 264343681 81 FETE 3621230222244 551313 M N BTET 752429
290661 3696 36 74 4283191951 515569448434 5353 929212121919852011 11 5252851289
3919196295555 26267451 79596634671 7165426565594 86548565356993636134955455
G3831414 3040699574 4055 33424268484 3737 3151 57 57191926 26393965 G5 63 651919 37
TESIETI T 127 T2 V26865464617 34 626251 91 7A7938 387272959576 47 3683854 54 31 3175
75454596 96 88 6657 ST 92092424257 ST 46462628 211 21 S 357070 986 22 22 10 4 53 95 97 97 56
153597 82823057 404086 66 26 26 8965 73 7354 100 34 65 20 201616 52 52 939380 80 533 536 650
S02364100100EEBIBIO0 0974 38734653459 931 31 5696656521 3025259696 23 237 794 94
939392924545 31 31 51 366074505093 93 059526 26 757616160047 21 36537 9365813494918
484274 21 51 46 30 70 70 &5 &5 95 65 31 31059 99

S50 51146 2523304 353337752 526688859916 18 85855696 79V9S57 57 M 41 4845812852020
1E166464 3030424282822 9604040009431 004573365550 720471 7474620870547 8967
GFE432931 3106066065 303025 250606232377 94 949393 92924545 31 31 17 17 74 50 39 50 93
9390852626 VO FE1696505521 835170968808 134220([...]2359

(]

251 -BA53TEO 23042330927 752526658585 901818 858556564557 57 41 41 45631212202018
186451 3939424258282 21 968484 558594 24 89457335585 8072 9471 74741398705 47 47 67 67
G994 73739696 7S VOBI6955 5737434381 81 TEVE333531212222244551313H 416767 75
ToOB20T 7O072V20065464617 3462620091 79 7A3838([..]19696

[]

2000 BMB9Z3 232392927 T o2 0266000099181 8500006067aTVRST OV 41 414808285122020
18186464 3939124282620696084 848068531 244545383850509911 7474939585589 476767
G464 73730696 Fa Vo EIGVE VA6 26434381 81 VEVE 2621230222244 551313 H M1 BT B7 73
22936161 3653747485 42531651 51554489847 53538 929212121923 202011 11 52528512
BOB991 91 2099651 S5 2B 2B V4 V4 7OOERE 34671 71 851656550488 5485853809 36361359 1
S5 B383505040309593 74404233 75426848437 3751 5157 371918943453 393939 65656519149
FATIGIET T 77 7272608904646 3417 626291 91 7AVE 383672729511 47 47 382854 2231 31
Vo7 45B7 OB 06 40257 S7 029242 427 VAR A6 28TE 2 21 59597070869 22 225110838397 97 15
563535828215 1540 4086 23 26 26891973 2910010034 34 20 2016 90 35 52 9315808053 4966
S0S0E464 10064 43 23698936 9035574 7373745323231 31 565665821 3025255656 23 237 7 94
94 9393929245453 31717 74741 509393959514 26 T8 7161647 47 36 367 7 55851387 4949
484574 2751 51 3030707055 88 6565 31 31 26 26

- Decimal are expressed with a dot.
- The parameters are ordered one after the other.

6.2 Simulated Year of the Sample
The simulated year of the sample corresponds to the settings of the “type.txt” file.

Example:

Generation 0 to 10 step 5

Sample 50

In that case, three sample files will be generated corresponding to the simulated year 0, 5 and 10.

ngeneration

0
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6.3 Number of Populations

NPop

25

6.4 Sample Size
Number of individuals per population; it corresponds to the sample size defined in the “type.txt” file in
the setting “Sample #".

Nind

50 50 50 50 50 50 50 50 50 50 50 50 50 50 50 50 50 50 50 50 50 50 50 50 50

6.5 Number of Nuclear and Cytoplasmic Loci
The numbers of nuclear and cytoplasmic loci are defined on a single line.

Nnucl Ncyto

209 0

6.6 Number of Alleles per Locus
The numbers of alleles per locus is defined on a single line.

Nalleles

100 100 100 100 100 100 100 100 100 100 100 100 100 100 100 100 100 100 [..] 100

6.7 Number of Alleles per Locus
The numbers of alleles per locus is defined on a single line.

Nalleles

100 100 100 100 100 100 100 100 100 100 100 100 100 100 100 100 100 100 [..] 100

6.8 Genetic Map
The genetic map (recombination rates) is displayed in one line.

R_coeff

0.230769 0.0225564 0.00225056 0.000225006 2.25001e-05 2.25e-06 2.25e-07 2.25e-08
2.5e-09 2.5e-09 2.25e-08 2.25e-07 [-.--]2.25e-07 2.25e-08 2.5e-09 2.5e-09 2.25e-08
2.25e-07 2.25e-06 2.25001e-05 0.000225006 0.00225056 0.0225564 0.230769

6.9 Phenotypic Value and Genotype per Individual

A line is displayed per individual of each population: it contains the phenotypic value and the
genotype of the individual.

pop ind pheno generation

1 1 -7.1632 30 23 3392337 7 525266888899 18 18 85 85 56 56 79 4
57 57 41 41 48 48 12 12 20 20 18 18 64 64 39 39 39 42 91 91 96 96 84 84 85 8 51 51
45 27 38 60 50 50 9 91174 2 98 73 5 29 89 89 67 5 94 64 73 73 96 96 42 75 84 69
55 76 73 26 43 43 81 81 76 76 [..] 74 21 51 46 30 70 70 88 88 98 65 31 31 59 99

= Parameters

Parameter name | Parameter description Rank in line

pop Ongoing population number (MetaPop local parameter) 1

ind Ongoing individual number (MetaPop local parameter) 2

pheno Phenotypic value per population and individual 3

generation Genotype per locus (nuclear and then cytoplasmic) of each 4
individual of each population
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