Population genetic structure of Picea engelmannaii, P. glauca
and their previously unrecognized hybrids in the central
Rocky Mountains
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Table S2: Estimates of average linkage disequi-
librium (LD; A) in 18 populations of parental
P. glauca (WBH, WAK, WON), P. engelmannii
(EAZ, EMB) and focal (MLP, GTS, GTC, GTN,
YSC, YSE, YSN, GSB, SLL, SSL, SDI, BHS, BHC)
populations.

Population Mean  Max 90% quantile

EAZ 0.00460 0.0651 0.0105
EMB 0.00516 0.0378 0.0131
MLP 0.00594 0.0346 0.0118
GTS 0.00778 0.0473 0.0178
GTC 0.00516 0.0231 0.0124
GTN 0.00761 0.0600 0.0199
YSC 0.00631 0.0325 0.0137
YSE 0.01030 0.1100 0.0249
YSN 0.00523 0.0179 0.0098
GSB 0.00764 0.0469 0.0156
SLL 0.00807  0.0450 0.0199
SSL 0.00455 0.0300 0.0108
SDI 0.00624 0.0496 0.0138
BHS 0.00511 0.0204 0.0086
BHC 0.00886 0.0311 0.0161
WBH 0.00394 0.0311 0.0089
WAK 0.00338 0.0260 0.0081
WON 0.00517 0.0286 0.0146




A. Estimate of K based on L(K)
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Figure S1: Estimates of In(K |data) in structure. A. Mean estimates of K ranging from 1-10
including standard error bars from 10 replicate runs of MCMC. B. Estimates of K based on AK
(Evanno et al. 2005).
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Figure S2: Genetic ancestry (gq) versus average interspecific heterozygosity (Hj) for 336
individuals of parental Picea engelmannii and P. glauca, and focal individuals. Symbols
represent each individual’s genetic ancestry (¢) detected using microsatellites during the
course of this study: crosses (P. engelmannii ancestry), ¢ < 0.10; dark grey circles, 0.11 < ¢
< 0.39; grey circles, 0.40 < ¢ < 0.59; light grey circles, 0.60 < ¢ < 0.89; triangles (P. glauca
ancestry), ¢ > 0.90.



S <+ Yyse
g
o
(e}
S
S @® BHC
= o]
\Zl S | GTs ® SLL
a2 ° % ecm
S - GSB
[O] o
a2 S
g o
g @®YSC
o 9 Y ® sDI
2 S ® MLP
5 o
z GTC
o BHS
+ EAZ ssL
S
S WBH A
o
WAK A
[ [ [ [
0.2 0.4 0.6 0.8

Average genetic ancestry (q)

Figure S3: Average population genetic ancestry (¢) versus average pairwise linkage disequilibrium
(LD; A) of parental P. glauca (WBH, WAK, WON), P. engelmannii (EAZ, EMB) and focal (MLP,
GTS, GTC, GTN, YSC, YSE, YSN, GSB, SLL, SSL, SDI, BHS, BHC) individuals. Symbols
represent mean genetic ancestry (¢) for each population detected using microsatellites during the
course of this study: crosses (P. engelmannii ancestry), ¢ < 0.10; dark grey circles, 0.11 < ¢ <
0.39; grey circles, 0.40 < ¢ < 0.59; light grey circles, 0.60 < ¢ < 0.89; triangles (P. glauca ancestry),

q > 0.90.
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