—P(0.025) —P(0.500) —P(0.975) —Obs —P(0.025) —P(0.500) —P(0.975) —Obs

0.080 ¢ .. 0.080 -

Chiricahua (Age 0.45-0.57 MYA) Standard (Age 1.19-1.42 MYA)

0.070 - 0.070 -

0.060 - 0.060 -

0.050 - 0.050 -

©w 0.040 - ®w 0.040 -

0.030 - 0.030 -

0.020 - 0.020 -

0.010 - 0.010 -

0.000 +—=—F—F=——F T T T 0.000 +——r=r——F T
T SgLEE S8R 5550 Y 2583258 3EELE5030
b x1p3 =& zo0z3Q8hLzY b z02z25=2"86Lz5L3 zzv¢
a % T T O %_ .<_( (g_ % (g. o =% £ '<_( ‘g_ S8 %52 % % h=]

%] %]
hel o
—P(0.025) —P(0.500) —P(0.975) —Obs —P(0.025) —P(0.500) —P(0.975) —Obs
0.080 - 0.080 - .
Arrowhead (Age 0.51-0.65 MYA) Tree Line (Age 1.09-1.34 MYA)

0.070 - 0.070 -

0.060 - 0.060 -

0.050 - 0.050 -

©w 0.040 - ®w 0.040 -

0.030 - 0.030 -

0.020 - 0.020 -

0.010 - 0.010 -

0000 +=——F—"TF—"—"T"—"T"7T T T T 0.000 +——F— "t

— 1 - = - = -

TN LR TS EE R 25 8 REERE

n $ehrpp =Egzg Fzd R zrhzoxgk="g ghzd

2 T 2593 ‘g_g% B 2 T3 L '<_z‘g o 2%5
(%] %]
© ©

—P(0.025) —P(0.500) —P(0.975) —Obs —P(0.025) —P(0.500) —P(0.975) —Obs

0.080 - _. 0.120 -

Pikes Peak (Age 0.88-1.10 MYA) All Arrangements

0.070 1 0.100 -

0.060 -

0.050 | 0.080 -

©w 0.040 - ®w 0.060 -

0030 1 0.040 -

0.020 -

0.010 | 0.020 -

0000 +—F——FF—F—F T T 0.000 +——————————"—"——7—T—7 T
t e P YS90 50h%5L30 % 8533 harsss525C80%
Eh3 =Eo0gsxr zEO xxd B o zeLxEQ%sEogo =xu
a © © ‘gg ]é a‘g% %-c a %_ (g.o.-c'c ‘g_f_(% %'c

(%] %)
kel hel

Figure S2 Observed versus expected estimates of nucleotide heterozygosity (Bw) at 18 D. pseudoobscura marker loci based on

a coalescent model of an exponentially growing population. Nucleotide heterozygosity estimates based on the number of
segregating sites within five gene arrangements (AR, PP, CH, ST, and TL) as well as among all arrangements are shown in the

individual panels. The observed (Obs) estimates of ®w as well as the mean (P(0.500) and the 95% confidence interval (P(0.025)
to P(0.975)) derived from 1000 coalescent simulations using nested subsamples for an exponentially growing population with

growth rate parameter a=7. The genetic markers labeled in red on the x-axis are genes within the inverted region of the

derived arrangement. The proximal region is to the left.
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