A. FST:0-001 B. FST:O-Ol

1
0.013
1

0.0025
1
f
1
0.012
1
1

Bl L - -d- %

Genetic differentiation (Fsr)
0.0015
1
e
SRl
I
ey
[T
1
0010 0011
1
{0--
-+
£
Cor
[
+--0---
HO
—
(A

9 | | P
[= ' - ' + o
8 1 L - [ [
s i i 2 L L Pl
- : = - - : -
4 | S} |
3 . ©
o (=]
o o
? > °© 3
N A Q o N O
> < $ < QO A © R P
X T A < S T A < S
\$(, %S %9 A Q°°\ Qo°\/ $Q %% %2 RS Q°°\ Qo&’
%S <& %% <%
C. Fsr=0.05 D. Fsr=0.1

0.054
1
1

: BHB5|HBIBH|H

0.048

Genetic differentiation (Fst)
005 0052

! 1

- Hil-

;

:

VI

:

i1 I :
t- -

[

1

(I

(R

0094 0096 0098 0100 0102 0104 0.106

©o
<
g 4 i
e > >
9 O ] O N
> 9 Y N (3 $ Q N
F S $a R F s $a & &
N « S & L4 <« « S & gL
<° < %% <9

Ind-seq Pool-seq (coverage)

O [J 20X [ 50X [J100X

Figure S4 Precision and accuracy of alternative estimators of Fgr with
varying pool size, for various levels of differentiation (A-D). The haploid
pool size n drawn independently for each deme from a Gaussian distribution
with mean 100 and standard deviation 30; n was rounded up to the near-
est integer, with min. 20 and max. 300 haploids per deme. We considered
three estimators based on allele count data inferred from individual genotypes

(Ind-seq): WCgy, Fyr = (Ql — Q2> / (1 — QQ) (where Q; and Qs are the
weighted frequencies of identical pairs of genes within and between subpop-
ulations, respectively, with weights equal to the number of pairs of genes)

and Fyr = <Q1 — Q2> / <1 — Q2> (where Q1 and @, are the unweighted
frequencies of identical pairs of genes within and between subpopulations,
respectively). For Pool-seq data, we considered the estimators F5” (Equa-
tion 12), F2"P (Equation and F£2O'7FP (Equation Each
boxplot represents the distribution of multilocus Fgr over 50 independent
replicates of the ms simulations. For Pool-seq data, we show the results for
different coverages (20X, 50X and 100X). In each graph, the dashed line in-
dicates the simulated value of Fgr and the dotted line indicates the median
of the distribution of WCg, estimates.



