Population histories and GENOME

commands for the simulated
populations

Model M1
genome -pop 1 100 -c 20 -s 250

Model M3
genome -pop 3 100 100 100 -c 20 -s 250 -N model3.txt

with the population history model3.txt

0 100 100 100
1-1 2-2 3-2

10 1000 1000
1-1 2-2

20 1000 1000

Model M5
genome -pop 5 50 50 50 50 50 -c 20 -s 250 -N modelb.txt

with the population history model5.txt

0 50 50 50 50 50
1-1 2-1 3-1 4-2 5-2
10 1000 1000

1-1 2-2

20 1000 1000

Model M10
genome -pop 10 50 50 50 50 50 50 50 50 50 50 -c 20 -s 250 -N modellO.txt

with the population history modell0.txt

0 50 50 50 50 50 50 50 50 50 50

1-1 2-2 3-2 4-3 5-4 6-5 7-5 8-6 9-7 10-7
30 1000 1000 1000 1000 1000 1000 1000
1-12-2 3-2 4-35-36-47-4

70 1000 1000 1000 1000

1-1 2-1 3-2 4-3



100 1000 1000 1000

Model M20

genome -pop 20 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 -c 20
-s 250 -N model20.txt

with the population history model20.txt

0 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30 30

1-1 2-1 3-1 4-2 5-2 6-3 7-3 8-3 9-4 10-4 11-5 12-5 13-5 14-6 15-6 16-7 17-7 18-8 19-9 20-10
30 1000 1000 1000 1000 1000 1000 1000 1000 1000 1000

1-1 2-1 3-2 4-2 5-3 6-3 7-4 8-4 9-5 10-6

70 1000 1000 1000 1000 1000 1000

1-1 2-1 3-2 4-2 5-3 6-3

100 1000 1000 1000



