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ts_properties: 
    TreeSequence properties.
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tmrca: 
    Time to most recent common ancestor of sample, aka tree height.

    



0.0003 0.0004 0.0005 0.0006

0.0003

0.0004

0.0005

0.0006
diversity

1.5 1.0 0.5

1.5

1.0

0.5

Tajimas_D

0 2 4 6 8
1e 5

0

2

4

6

8
1e 5 f2

0.000150.000200.000250.000300.00035
0.00015

0.00020

0.00025

0.00030

0.00035

Y2

0.0025 0.0030 0.0035

0.0025

0.0030

0.0035

segregating_sites

AmericanAdmixture_4B11_msprime1

Am
er

ica
nA

dm
ix

tu
re

_4
B1

1_
sli

m
1

pooled_pop_stats: 
    Population statistics, with samples pooled from all populations.
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pairwise_pop_stats: 
    Pairwise population statistics, calculated for all pairs of populations.

    



0.02
0.03

bp [0 k, 2 k) bp [2 k, 4 k) bp [4 k, 6 k) bp [6 k, 8 k) bp [8 k, 10 k)

0.02
0.03

bp [10 k, 12 k) bp [12 k, 14 k) bp [14 k, 16 k) bp [16 k, 18 k) bp [18 k, 20 k)

0.02
0.03

bp [20 k, 22 k) bp [22 k, 24 k) bp [24 k, 26 k) bp [26 k, 28 k) bp [28 k, 30 k)

0.02 0.03

0.02
0.03

bp [30 k, 32 k)

0.02 0.03

bp [32 k, 34 k)

0.02 0.03

bp [34 k, 36 k)

0.02 0.03

bp [36 k, 38 k)

0.02 0.03

bp [38 k, 40 k)

AmericanAdmixture_4B11_msprime1

Am
er

ica
nA

dm
ix

tu
re

_4
B1

1_
sli

m
1

linkage_disequilibrium: 
    R^2 as a function of site-separation distance, for `bins` bins up to a

    site-separation distance of `span` bp.
    



0

5

AF [0.00,0.05) AF [0.05,0.10) AF [0.10,0.15) AF [0.15,0.20) AF [0.20,0.25)

0

5

AF [0.25,0.30) AF [0.30,0.35) AF [0.35,0.40) AF [0.40,0.45) AF [0.45,0.50)

0

5

AF [0.50,0.55) AF [0.55,0.60) AF [0.60,0.65) AF [0.65,0.70) AF [0.70,0.75)

0 2 4 6
0

5

AF [0.75,0.80)

0 2 4 6

AF [0.80,0.85)

0 2 4 6

AF [0.85,0.90)

0 2 4 6

AF [0.90,0.95)

0 2 4 6

AF [0.95,1.00)

AmericanAdmixture_4B11_msprime1

Am
er

ica
nA

dm
ix

tu
re

_4
B1

1_
sli

m
1

allele_frequency_spectrum: 
    Allele frequency spectrum for `bins` allele frequency bins.

    Values are log(1+counts) for each bin.
    


