
Supplemental figure 1:  Plot of Structure simulations to determine the optimal 
number of genetic clusters for the gorilla and chimpanzee data sets. K is the 
number of genetic clusters evaluated (K=1-10). (a,b) Data set consisting of all the 
individuals identified as chimpanzees in the field (133 unique genotypes) and 
thirteen known gorilla samples from Loango. (c,d) Data set consisting of all the 
individuals identified as gorillas in the field (83 unique genotypes) and nine 
known chimpanzee samples from Loango. (a,c) Structure likelihood function 
(lnP(D), ± standard deviation) for each value of K across 20 independent 
iterations. (b,d)  ΔK, the second order rate of change of the lnP(D) measure, is 
largest at the most supported number of genetic clusters in the data set, in both 
cases here, K=2. 
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Supplementary figure 2: Evidence of Mandondo group dissolution over the 
course of the study. Minimum convex polygon depicts the minimum homerange 
of the Mandondo group from February 2005 to March 2006. White stars show 
location of males and black stars locations of females after March 2006.  
 

 
 

 



Supplemental table 1: Genotypes of 83 gorillas and 15 chimpanzee samples, samples marked with an asterisk were 
identified in the field as gorillas but shown to be chimpanzees using STRUCTURE. The last 9 samples were known 
chimpanzee samples genotyped at gorilla loci for said STRUCTURE analysis.  
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