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gIMble info reports standard population genetic measures of divergence (dxy) and diversity (π, H)

both for heterospecific pair blocks (dataset X) and for blocks defined for intraspecific sample pairs

(datasets A and B). Since all gIMble parameter estimates are based on heterospecific pair blocks

(dataset X) under the assumption that populations are panmictic, it is helpful to check for the effect

of population structure and inbreeding by comparing average heterozygosity across individuals (H)

to genetic diversity (π) estimated across all pairwise comparisons within species (Tajima, 1983, , eq.

A3) (π for datasets A and B) which is computed as:

πA =

nA∑
i=1

(nhetA1,i + nhetA2,i + 4(nhetA12,i + nfix,i))/(6 ∗ l ∗ nA)

, where nhetA1,i nhetA2,i are the number of heterozygous sites unique to the two individuals 1 and 2

contributing to pair block i and nhetA12,i are shared heterozygous sites.

For heterospecific pair blocks (dataset X), genetic diversity can only be measured using the mean

heterozygosity (per base) H, which is computed as the average sum of nhetA and nhetAB counts

across all nX heterospecific blocks. E.g. for taxon A:

HA =

nX∑
i=1

(nhetA,i + nhetAB,i)/(l ∗ nX)

, where l is the block length (the calculation is analogous for B). Mean pairwise divergence dXY

(Nei, 1987, eq. 10.20) is computed as the average number of pairwise difference between A and B.

Since we are averaging over the two haplotypes each individual contributes to a pair block i, the three

types of heterozygous sites contribute 1/2:

dXY =

nX∑
i=1

(nfix,i + (nhetA,i + nhetB,i + nhetAB,i)/2)/(l ∗ nX)

Given the above, we can compute FST between A and B (Slatkin, 1991, eq. 26) as:

FST = (dXY −H)/(dXY +H)

, where H = (HA +HB)/2
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