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 Abstract 

  Lemur catta  has traditionally been considered a species with male-biased dispersal; 
however, occasional female dispersal occurs. Using molecular data, we evaluated dis-
persal patterns in 2  L. catta  populations in southwestern Madagascar: Tsimanampeso-
tse National Park (TNP) and Bezà Mahafaly Special Reserve (BMSR). We also investigated 
the genetic differentiation between the populations and dispersal partner relatedness. 
Results showed minor genetic differentiation between the populations (ϴ ST  = 0.039), 
which may indicate gene flow historically occurring in this region, made possible by the 
presence of  L. catta  groups between the sites. Different patterns of sex-biased dispersal 
were found between the sites using corrected assignment indices: male-biased disper-
sal in TNP, and a lack of sex-biased dispersal in BMSR. Observational evidence of female 
dispersal in BMSR supports these results and may imply intense female resource com-
petition in and around BMSR, because small groups of 2–3 females have been observed 
dispersing within BMSR and entering the reserve from outside. These dispersing groups 
largely consisted of mothers transferring with daughters, although we have an aunt-
niece pair transferring together. Genetic data suggest that males also transfer with rela-
tives. Our data demonstrate that dispersal partners consist of same-sexed kin for  L. cat-
ta  males and females, highlighting the importance of kin selection. 
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 Introduction 

 Whether or not sex-biased dispersal is found in a population depends on how 
resource competition affects each of the sexes. Generally, female philopatry occurs 
where females can defend high-quality resources with relatives [Wrangham, 1980]. 
Intrasexual competition for mates [Jack, 2003] and/or inbreeding avoidance [Pusey, 
1987] often drives males to disperse in such species. Conversely, where females dis-
perse, they often do so due to local resource competition [Greenwood, 1980]. 

  In this study, we set out to evaluate dispersal patterns in 2 wild populations of 
ring-tailed lemurs  (Lemur catta)  [Sauther et al., 1999; Jolly et al., 2006] by using a 
combination of observational and genetic data. Genetic methods are increasingly be-
ing used to study dispersal [Di Fiore, 2003]. When paired with observational data, 
molecular data can help provide a more nuanced understanding of a species’ social 
structure and behavior [Lawler et al., 2003; Bradley et al., 2004; Di Fiore et al., 2009; 
Harris et al., 2009; Baden et al., 2014].

  Historically,  L. catta  males have been viewed as the sex that disperses, and they 
usually transfer between groups in pairs or triplets rather than alone [Jones, 1983; 
Sussman, 1991, 1992; Gould, 1994, 1997; Koyama et al., 2002; Gould, 2006; Kelley, 
2013]. Observations from at least 2 research sites, however, have suggested that fe-
male dispersal can also occur in  L. catta  [Sauther et al., 1999; Koyama et al., 2002]. 
These observations pose the question of whether evidence for female dispersal will 
be revealed by molecular data. Results from this evaluation can potentially indicate 
the level of resource competition facing females in different  L. catta  habitats. As part 
of our molecular evaluation of dispersal patterns, we also sought to determine the 
level of genetic differentiation between our study sites. Low differentiation, if found, 
would indicate that the 2 locations may have historically experienced gene flow. The 
degree of relatedness of transfer partners was also determined with molecular data. 
Such information can be helpful in indicating the importance of kin selection in the 
dispersal of this species or whether individuals travel between groups with unrelated 
individuals. No study has previously evaluated the level of genetic differentiation 
between wild  L. catta  populations, used genetics to test for sex biases in dispersal in 
this species or measured the degree of relatedness between dispersing individuals 
using genetics.

  Material and Methods 

 Study Sites and Sample Collection 
 We studied  L. catta  in 2 areas of southwestern Madagascar: Bezà Mahafaly Special Reserve 

(BMSR) and Tsimanampesotse National Park (TNP) [Parga et al., 2012]. TNP is located approx-
imately 135 km southwest of BMSR [Cuozzo et al., 2008].  L. catta  groups are present in the region 
between TNP and BMSR [Sauther, pers. observation]. Although there is an absence of major 
geographic barriers to dispersal (i.e. rivers [Guschanski et al., 2007; Quéméré et al., 2010]) be-
tween the 2 locations, potential anthropogenic barriers to dispersal exist, such as deforested 
patches [Brinkmann et al., 2014].

  Hair and blood samples were collected from BMSR (n = 243) between the years of 1987 and 
2006 as part of a long-term monitoring of this population [Sussman et al., 2012]. Blood samples 
were collected at TNP (n = 25) in 2006. Individuals were captured using a Telinject blow dart 
system and were administered a drug mixture of ketamine and/or ketamine and diazepam, based 
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on protocols developed over the past 25 years and 360 captures [Sauther et al., 2006]. All animal 
handling was conducted with Institutional Animal Care and Use Committee approval from the 
University of Colorado and/or the University of North Dakota. Regular monthly censuses began 
in BMSR in the latter half of 2005. Prior to this, instances of dispersal were documented yearly. 
Dispersal events involving pairs or small groups of individuals in BMSR were included in this 
study only if genetic information was available for one or more of the dispersing individuals. A 
dispersal event was noted when an individual entered a new group for at least 6 months.

  Genetic Analyses 
 A standard phenol-chloroform extraction [Sambrook et al., 1989] was used to obtain ge-

nomic DNA from hair and blood samples. For blood samples collected on Schleicher & Schuell 
IsoCode cards, PCR amplification of microsatellites was performed as described in Parga et al. 
[2012]. Both species-specific and heterologous microsatellites were used: Lc5, Lc6, Lc7, Lc8, Lc9, 
Lc10 [Pastorini et al., 2005], 69HDZ267, 69HDZ299 [Zaonarivelo et al., 2007], Efr09 [Jekielek 
and Strobeck, 1999], Efr02 [Wimmer, 2000], L-2 [Merenlender, 1993], Em7 [Pastorini et al., 
2004], Em12 [Pastorini, this study; forward: gaacctgggtggctacattc, reverse: gtttgtattaggcttggctgc], 
and Pv1 [Lawler et al., 2001]. Approximately 10–100 ng template DNA was amplified in 12.5- or 
20-μl reactions (see Pastorini et al. [2005] and Parga et al. [2012]). A total of 243 samples were 
analyzed from BMSR, gathered across 6 collection years and 11 different groups between 1987 
and 2006. From TNP, 25 samples from 4 different groups were analyzed from a single year, 2006.

  MICRO-CHECKER version 2.2.3 [van Oosterhout et al., 2004] was used to evaluate the data 
for null alleles and scoring errors. One microsatellite (Lc9) showed evidence of scoring errors and 
null alleles, so was discarded. POPGENE version 1.31 [Yeh et al., 1999] was used to test each locus 
for Hardy-Weinberg equilibrium within each population. Loci not in Hardy-Weinberg equilib-
rium ( table 1 ) were excluded from the calculation of ϴ ST , tests of population differentiation, F IS  
and tests of sex-biased dispersal.

 Table 1.  Heterozygosity and allele number for each locus

Locus BMSR  TNP

k HO HE k HO HE

Lc5 9 0.750 0.778 7 0.800 0.782
Lc6 8 0.750 0.734 6 0.720 0.708
Lc7 10 0.900 0.838 11 0.800 0.835
Lc8 7 0.733 0.757 – – –
Lc10 10 0.807 0.794 – – –
69HDZ267a 10 0.800 0.816 10 1.000 0.866
69HDZ299 7 0.700 0.795 8 0.760 0.802
Efr02 10 0.741 0.758 – – –
Efr09a 12 0.800 0.740 7 0.680 0.772
L-2 12 0.850 0.825 10 0.760 0.804
Em7 5 0.588 0.621 – – –
Em12a 17 0.850 0.864 14 0.880 0.818
Pv1 13 0.841 0.869 – – –
Average 10.0 0.778 0.784 9.1 0.800 0.798

 k = Number of alleles; HO = observed heterozygosity; HE = Nei’s [1978] unbiased estimate of 
expected heterozygosity. a Not in Hardy-Weinberg equilibrium.
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  FSTAT version 2.9.3 [Goudet, 2001] was used to calculate ϴ ST  and F IS  following Weir and 
Cockerham [1984]. The test for population differentiation in FSTAT uses the log likelihood sta-
tistic G [Goudet et al., 1996] and was run using 1,000 permutations, testing the value for ϴ ST  
against the null hypothesis of an absence of population differentiation (ϴ ST  = 0). Only samples 
collected in 2006 were used to test for population differentiation and to generate F IS  values, as 
that was the single year in which samples were available from both TNP and BMSR.

  Assignment indices (AI) [Paetkau et al., 1995] use an individual’s multilocus genotype to 
identify the likelihood that the individual was born into a particular population. We used Gen-
AlEx 6.5 [Peakall and Smouse, 2012] to calculate the corrected AI (AI c ), for use in sex-biased 
dispersal tests. AI c  values were calculated by subtracting the population mean AI as calculated per 
analyzed year from each individual’s AI, with positive AI c  values indicating that an individual is 
likely philopatric (resident to the area), while strongly negative values indicate rare genotypes and 
likely immigrant status [Favre et al., 1997; Mossman and Waser, 1999]. Tests for sex-biased dis-
persal were run separately within each population, and were run for BMSR samples per collection 
year. Only years in which genotypes were available for  ≥ 20 individuals (males plus females) were 
included in sex-biased dispersal tests. Mann-Whitney U tests in GenAlEx were used to determine 
if there was a significant difference in the AI c  values of males versus females in each population.

  ML-Relate was used to estimate pairwise relatedness using maximum likelihood methods 
[Kalinowski et al., 2006]. The putative relationship (parent-offspring, full-sibling, half-sibling, 
unrelated) identified as most likely was tested against the second most likely alternative using 
likelihood ratio tests, with a 0.05 significance level. Overall within-sex relatedness estimates were 
also calculated per site.

  In some cases, CERVUS 3.0.3 [Marshall et al., 1998; Kalinowski et al., 2007] was used to help 
clarify the relationship between individuals transferring together via the identification of those 
individuals’ parents [for details, see Lawler et al., 2003].

  Results 

 For all microsatellites used, heterozygosity ranged between 0.588 and 0.900 ( ta-
ble 1 ). Genetic differentiation between the 2 populations, BMSR and TNP, was low 
(ϴ ST  = 0.039) but significantly different from 0 (p < 0.001), as calculated across all loci. 
When calculated separately for each sex, significance was again reached (p < 0.001), 
with females (ϴ ST  = 0.056) showing greater genetic differentiation than males (ϴ ST  = 
0.035).

  The mean F IS  (averaged across all loci) was positive for both populations (BMSR: 
0.024; TNP: 0.018). When calculated per sex, BMSR males showed a positive mean 
F IS  (0.047), whereas females showed a negative mean F IS  (–0.004). At TNP, both males 
and females showed positive mean values of F IS  (0.019 and 0.102, respectively).

  Overall variance in AI c  was greater for males than for females in each year and 
in both sites; however, when comparing individual male versus female AI c  values per 
site and sex to assess dispersal trends, only TNP showed significantly more negative 
scores among males than females ( fig. 1 ;  table 2 ). At BMSR during the same year 
(2006), males and females showed an extensive overlap in AI c  values, and no signifi-
cant sex bias in dispersal was detected ( fig. 1 ;  table 2 ). This lack of sex bias in disper-
sal in BMSR held consistently for all 5 study years tested ( table 2 ).

  Genetic data were available for 5 dispersal events by pairs or small groups of in-
dividuals at BMSR ( table 3 ). In the first event, 2 adult and 1 subadult female immi-
grated as a small group into BMSR from outside of the reserve. Genetic data revealed 
that these 2 adults were most likely a mother-daughter pair (no genetic information 
was available for the subadult female). The conditions under which these 3 females 
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left their original group were unknown, but they were in poor physical condition and 
injured upon entry into BMSR. The group they transferred into had recently lost half 
of their reproductive females (2 of 4). Within several months of transferring into this 
group, another original female was killed by a dog and by the end of the next year the 
remaining original female disappeared, leaving only the immigrant females. In all 
other instances, females transferred between groups  within  BMSR, and were known 
to have dispersed because they were forcibly evicted from their social groups. Event 
2 was a case of female dispersal with offspring (a daughter and son;  table 3 ). Our data 
also show that 2 females dispersing between groups together (event 3,  table 3 ) shared 
an aunt-niece relationship. The mothers of these 2 females were determined to have 

2

1

0

–1

–2

–3

3

–4

A
I c

Females FemalesMales Males
TNP BMSR

 Table 2.  Variance in corrected assignment indices (vAIc) and mean assignment indices (mAIc) 
per site and per year, with Mann-Whitney U results for sex-biased dispersal tests

Population Year Male 
vAIc 

Female 
vAIc 

Male 
mAIc 

Female 
mAIc 

nmales nfemales Z p

BMSR 1995 1.127 1.028 0.1 –0.095 17 18 0.6 0.55
2003 1.72 1.314 0.073 –0.06 41 50 0.74 0.46
2004 1.152 0.99 0.039 –0.39 44 44 0.47 0.64
2005 1.446 0.845 0.002 –0.002 40 49 –0.26 0.8
2006 1.158 0.54 –0.1 0.097 20 20 0.568 0.57

TNP 2006 1.65 0.807 –0.64 0.97 15 10 3.2 0.002

  Fig. 1.  The range of AI c  scores in 2006 per sex and per site, representing each individual as a 
horizontal line. Note that TNP shows a significant male bias in dispersal (p = 0.002), while BMSR 
shows no sex bias in dispersal (p = 0.57; table 2). Positive values are associated with population 
residents, while negative scores indicate rare genotypes more likely to be associated with immi-
grants. Filled squares indicate mean AI c  values. 
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a parent-offspring relationship via CERVUS and were no longer present in the group 
at the time of the joint dispersal of their daughters, although both dispersing females 
had other female relatives present in the group (i.e. sister, aunts) at the time of their 
departure.

  For males, dispersal partners were also related. In event 4 ( table 3 ), 2 adult males 
transferring between 2 nonnatal groups appeared to be related at the level of half-
siblings. In event 5, a pair of same-aged males dispersing from their natal group to-
gether were distantly related enough to return an r value of 0 ( table 3 ). CERVUS, 
however, was used to determine these males’ mothers, who were related at the level 
of first cousins – making the same-aged dispersing natal males related at the level of 
second cousins.

  Although it was unknown where some groups of dispersing individuals immi-
grated to or originated from (e.g. event 1,  table 3 ), dispersing pairs/groups of females 
generally left groups because they were aggressively evicted by other female residents 
(events 2 and 3,  table 3 ), and either joined other established groups (event 1,  table 3 ) 
or formed the basis of a new group (event 2,  table 3 ). In contrast, dispersing males left 
groups of their own volition to create new groups or enter other fully formed groups.

  A comparison of relatedness values of dispersal partners in  table 3  with estimates 
of average relatedness calculated within each sex at each site (BMSR: males, r = 0.074, 
females, r = 0.071 ; TNP: males, r = 0.0497, females, r = 0.067) shows that on average, 
dispersal partners were more related than were random individuals of the same sex 
in the population. A consideration of average relatedness within each sex also shows 
that only in TNP was the average female relatedness greater than male relatedness, as 
would be expected in a species with female philopatry and male dispersal. Converse-
ly, BMSR males and females showed nearly the same average relatedness, which 
would be consistent with both male and female dispersal occurring in BMSR.

 Table 3.  Dispersal events by pairs or small groups in BMSR for which genetic data were available

Sex Event Year of 
dispersal

Sex ratio 
in group 
of origin

Sex ratio 
in group 
of entry

Individuals dispersing 
together, listed by age class 
and study ID

Estimates of 
relatedness

Putative 
relationship 

F 1 2006 unknown 6:2 2 AF (106, 105), 1 SF1 (103) r = 0.50 mother-daughter*
2 2006 3:4 n.a. 2 AF (459, 34), 1 SM (275) 459 and 34: r = 0.53 mother-daughter*

459 and 275: r = 0.50 mother-son*
34 and 275: r = 0.16 half-siblings

3 2008 10:8 5:2 2 AF (231, 364) r = 0.096 aunt and niece*, 2

M 4 2004 9:5 unknown 2 AM (160, 161) r = 0.26 half-siblings*
5 2007 3:4 n.a. 2 AM (253, 330) r = 0 same-aged 2nd 

cousins3

 AF = Adult female; AM = adult male; SF = subadult female; SM = subadult male. Sex ratios for males:females (subadult 
and older), not including the emigrants/immigrants; unknown = group of origin or entry was outside of the study area; n.a. 
= not applicable – emigrants formed a new group. * p < 0.05: statistically significant.

1 No genetic data currently available for this individual. 
2 The mothers of these two dispersing females were parent-offspring themselves, as determined by CERVUS. 
3 CERVUS determined that these 2 males dispersing from the same natal group had different fathers; however, their mo-

thers were matrilineally related at the level of first cousins (r = 0.121).
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  Discussion 

  L. catta  at BMSR and TNP showed only minor genetic differentiation (as mea-
sured by ϴ ST ), but the difference was significant. The area between the 2 habitats con-
tains mixed dry scrub and dry forest, and there are  L. catta  groups present along the 
road between Ambatry and TNP [Sauther, Cuozzo, pers. observation]. Given suffi-
cient mobility and interbreeding with the  L. catta  groups living in the area between 
BMSR and TNP, the 2 populations may have historically experienced gene flow, 
which could have resulted in our finding of low genetic differentiation between the 
sites.

  Repeating tests for genetic differentiation (ϴ ST ) within each sex separately 
showed that greater differentiation existed among females than among males, as 
would be expected where males are the dispersing sex [Favre et al., 1997]. The vari-
ance in AI c  values was also consistently higher for males than for females across all 
years and in both sites, which is the pattern expected with male-biased dispersal 
[Goudet et al., 2002]. These results suggest that gene flow among females has been 
more restricted than gene flow among males, which is in agreement with behavioral 
data on intergroup movement showing male-biased dispersal in  L. catta  (BMSR 
[Sussman, 1991, 1992; Gould, 1994, 1997, 2006]; Berenty, Madagascar [Jones, 1983; 
Koyama et al., 2002]).

  The mean F IS  was slightly positive for both populations. Rather than indicating 
inbreeding, this positive mean F IS  likely resulted from the sampling of structured 
populations consisting of distinct social groups having nonrandom mating [Sugg et 
al., 1996]. When calculated per sex in each site, only males in BMSR showed the ex-
pected result of the dispersing sex having a mean F IS  value that is positive and higher 
than that of females [Lawson Handley and Perrin, 2007].

  Tests to detect sex-biased dispersal comparing individual corrected assignment 
indices between males and females per year revealed evidence for male-biased disper-
sal at TNP, but not at BMSR. There was no significant difference between males and 
females in corrected assignment indices for all of the study years tested at BMSR, sug-
gesting that female dispersal occurs in addition to male dispersal at this site. Obser-
vational data on pairs and small groups of females entering BMSR also support this 
result [Sauther et al., 1999; this study].

  In sum, although there are several indicators of male-biased dispersal in both 
sites, the AI c  sex-biased dispersal test results, within-sex relatedness measures at each 
site, and observational evidence support female dispersal in BMSR. Why female dis-
persal appears to occur in BMSR but not TNP is unclear. Because 2 instances of ob-
served female dispersal in BMSR were driven by female eviction, it is possible that the 
factors which lead to increased competition among females and group fission [Koya-
ma et al., 2002] may be the primary driver of female dispersal in  L. catta . Indeed, in 
the single case of female dispersal in BMSR where group sex ratio was known for pre- 
and posttransfer groups, the dispersing females transferred into a group with fewer 
females than were in their original group (8 and 2, respectively). In addition, for the 
case of the 2 females and a subadult transferring from outside of BMSR, the females 
joined a group that had recently lost half of their adult females and within a year they 
were the only females remaining in the group. Interestingly, female dispersal in  L. 
catta  has also been documented in at least 1 other wild research site (Berenty [Koya-
ma et al., 2002]). To reach any solid conclusions about why female dispersal appears 
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to happen in some, but not all, populations of this species, further research is needed 
on how variables related to resource competition, such as habitat quality or popula-
tion density, might be affecting dispersal patterns.

  Although based on a small sample size, our genetic data show that individuals of 
both sexes disperse with kin who are markedly more related to them than other ran-
dom same-sex individuals in the population. Among 3 groups of dispersing females, 
genetic data reveal a parent-offspring bond in 2 cases, and in a third, a likely aunt-
niece relationship. One pair of adult males transferring between groups together was 
related at the level of half-siblings. Parallel dispersal [Schoof et al., 2009] of relatives 
has been found in a few other primates, e.g. vervets  (Cercopithecus aethiops)  [Cheney 
and Seyfarth, 1983] and white-faced capuchins  (Cebus capucinus)  [Jack and Fedigan, 
2004]. This strategy can have many advantages. In addition to inclusive fitness ben-
efits, practicing parallel dispersal with a relative can provide several direct benefits, 
such as partnership in affiliative interactions and aiding in the detection of predators 
or aggressive conspecifics during the transfer process [Sussman, 1992; Gould, 1994, 
1997, 2006]. Hence, dispersing with kin can offer fitness gains, and this strategy ap-
pears to be used by both male and female  L. catta . One interesting avenue for future 
research would be to assess the extent to which individuals disperse with relatives at 
other  L. catta  study sites, and to evaluate whether males ever transfer between groups 
with their male offspring.

  Acknowledgments 

 We thank guest editor Teague O’Mara and 2 anonymous reviewers for helpful comments 
that improved the paper. We thank Don Melnick (Columbia University), Michael Krützen (Uni-
versity of Zürich), Nick Mundy and Bill Amos (University of Cambridge) for access to their 
laboratory facilities and for valuable assistance during the laboratory work. We thank Jean Du-
bach (Loyola University) for sharing information on microsatellite primer optimization condi-
tions. M.L.S. and F.P.C. thank all of the field assistants and veterinary personnel acknowledged 
in our previous publications who aided data collection from 2003 through 2012 at BMSR and 
TNP. Funding was provided to J.A.P. by the National Science Foundation (Minority Postdoc-
toral Fellowship), the Canada Foundation for Innovation, Ontario Research Fund, the Univer-
sity of Toronto and California State University-Los Angeles. Research by M.L.S. and F.P.C. was 
supported by the University of Colorado, the University of North Dakota, the St. Louis Zoo (FRC 
06-1), the National Geographic Society, the International Primatological Society, the American 
Society of Primatologists, Primate Conservation Inc., ND EPSCoR and the National Science 
Foundation, BCS 0922465. L.G. was funded by NSERC, the Wenner-Gren Foundation and the 
National Geographic Society. R.R.L. was supported by funding from the National Science Foun-
dation (DEB-9902146). J.P. acknowledges financial support from the Swiss National Science 
Foundation, Vontobel Foundation, Julius Klaus Foundation, A.H. Schultz Foundation and the 
Cleveland Zoological Society.
 

 References 

 Baden AL, Holmes SM, Johnson SE, Engberg SE, Louis EE Jr, Bradley BJ (2014). Species-level view of 
population structure and gene flow for a critically endangered primate  (Varecia variegata) .  Ecology 
and Evolution  4: 2675–2692. 

 Bradley BJ, Doran-Sheehy DM, Lukas D, Boesch C, Vigilant L (2004). Dispersed male networks in western 
gorillas.  Current Biology  14: 510–513. 

D
ow

nl
oa

de
d 

by
: 

Y
al

e 
M

ed
ic

al
 L

ib
ra

ry
   

   
   

   
   

   
   

   
   

   
   

  
19

8.
14

3.
38

.6
5 

- 
11

/1
2/

20
15

 6
:1

5:
13

 P
M



Folia Primatol 2015;86:66–75
DOI: 10.1159/000369386

74  Parga   /Sauther   /Cuozzo   /Youssouf Jacky   /Gould   /
Sussman   /Lawler   /Pastorini   

 

 Brinkmann K, Noromiarilanto F, Ratovonamana RY, Buerkert A (2014). Deforestation processes in 
south-western Madagascar over the past 40 years: what can we learn from settlement characteristics? 
 Agriculture, Ecosystems and Environment  195: 231–243. 

 Cheney DL, Seyfarth RM (1983). Nonrandom dispersal in free-ranging vervet monkeys: social and ge-
netic consequences.  American Naturalist  122: 392–412. 

 Cuozzo FP, Sauther ML, Yamashita N, Lawler RR, Brockman DK, Godfrey LR, Gould L, Youssouf IAJ, 
Lent C, Ratsirarson J, Richard AF, Scott JR, Sussman RW, Villers LM, Weber MA, Willis G (2008). 
A comparison of salivary pH in sympatric wild lemurs  (Lemur catta  and  Propithecus verreauxi)  at 
Beza Mahafaly Special Reserve, Madagascar.  American Journal of Primatology  70: 363–371. 

 Di Fiore A (2003). Molecular genetic approaches to the study of primate behavior, social organization, 
and reproduction.  Yearbook of Physical Anthropology  46: 62–99. 

 Di Fiore A, Link A, Schmitt CA, Spehar SN (2009). Dispersal patterns in sympatric woolly and spider 
monkeys: integrating molecular and observational data.  Behaviour  146: 437–470. 

 Favre L, Balloux F, Goudet J, Perrin N (1997). Female-biased dispersal in the monogamous mammal  Cro-
cidura russula : evidence from field data and microsatellite patterns.  Proceedings of the Royal Society 
(London) B  264: 127–132. 

 Goudet J (2001). FSTAT, a program to estimate and test gene diversities and fixation indices (version 
2.9.3). http://www2.unil.ch/popgen/softwares/fstat.htm. 

 Goudet J, Perrin N, Waser P (2002). Tests for sex-biased dispersal using bi-parentally inherited genetic 
markers.  Molecular Ecology  11: 1103–1114. 

 Goudet J, Raymond M, de Meeus T, Rousset F (1996). Testing differentiation in diploid populations.  Ge-
netics  144: 1933–1940. 

 Gould L (1994).  Patterns of Affiliative Behavior in Adult Male Ringtailed Lemurs  (Lemur catta)  at the 
Beza-Mahafaly Reserve, Madagascar . PhD dissertation, Washington University, St Louis. 

 Gould L (1997). Intermale affiliative behavior in ringtailed lemurs  (Lemur catta)  at the Beza-Mahafaly 
Reserve, Madagascar.  Primates  38: 15–30. 

 Gould L (2006). Male sociality and integration during the dispersal process in  Lemur catta : a case study. 
In  Ringtailed Lemur Biology:  Lemur catta  in Madagascar  (Jolly A, Sussman RW, Koyama N, Rasa-
mimanana H, eds.), pp 296–310. New York, Springer. 

 Greenwood PJ (1980). Mating systems, philopatry and dispersal in birds and mammals.  Animal Behaviour  
28: 1140–1162. 

 Guschanski K, Olivieri G, Funk SM, Radespiel U (2007). MtDNA reveals strong genetic differentiation 
among geographically isolated populations of the golden brown mouse lemur,  Microcebus ravelo-
bensis .  Conservation Genetics  8: 809–821. 

 Harris TR, Caillaud D, Chapman CA, Vigilant L (2009). Neither genetic nor observational data alone are 
sufficient for understanding sex-biased dispersal in a social-group-living species.  Molecular Ecology  
18: 1777–1790. 

 Jack K (2003). Males on the move: evolutionary explanations of secondary dispersal by male primates. 
 Primate Report  67: 61–83. 

 Jack KM, Fedigan L (2004). Male dispersal patterns in white-faced capuchins,  Cebus capucinus . 1. Patterns 
and causes of natal emigration.  Animal Behaviour  67: 761–769. 

 Jekielek J, Strobeck C (1999). Characterization of polymorphic brown lemur  (Eulemur fulvus)  microsatel-
lite loci and their amplification in the family Lemuridae.  Molecular Ecology  8: 901–903. 

 Jolly A, Sussman RW, Koyama N, Rasamimanana H (eds.) (2006).  Ringtailed Lemur Biology:  Lemur catta  
in Madagascar . New York, Springer. 

 Jones KC (1983). Inter-troop transfer of  Lemur catta  males at Berenty, Madagascar.  Folia Primatologica  
40: 145–160. 

 Kalinowski ST, Taper ML, Marshall TC (2007). Revising how the computer program CERVUS accom-
modates genotyping error increases success in paternity assignment.  Molecular Ecology  16: 1099–
1106. 

 Kalinowski ST, Wagner AP, Taper ML (2006). ML-RELATE: a computer program for maximum likeli-
hood estimation of relatedness and relationship.  Molecular Ecology Notes  6: 576–579. 

 Kelley EA (2013). The ranging behavior of  Lemur catta  in the region of Cap Sainte-Marie, Madagascar. 
 American Journal of Physical Anthropology  150: 122–132. 

 Koyama N, Nakamichi M, Ichino S, Takahata Y (2002). Population and social dynamics changes in ring-
tailed lemur troops at Berenty, Madagascar between 1989–1999.  Primates  43: 291–314. 

 Lawler RR, Richard AF, Riley MA (2001). Characterization and screening of microsatellite loci in a wild 
lemur population  (Propithecus verreauxi verreauxi) .  American Journal of Primatology  55: 253–259. 

 Lawler RR, Richard AF, Riley MA (2003). Genetic population structure of the white sifaka  (Propithecus 
verreauxi verreauxi)  at Beza Mahafaly Special Reserve, southwest Madagascar (1992–2001).  Molecu-
lar Ecology  12: 2307–2317. 

 Lawson Handley LJ, Perrin N (2007). Advances in our understanding of mammalian sex-biased dispersal. 
 Molecular Ecology  16: 1559–1578. 

D
ow

nl
oa

de
d 

by
: 

Y
al

e 
M

ed
ic

al
 L

ib
ra

ry
   

   
   

   
   

   
   

   
   

   
   

  
19

8.
14

3.
38

.6
5 

- 
11

/1
2/

20
15

 6
:1

5:
13

 P
M



 Dispersal in  Lemur catta  75Folia Primatol 2015;86:66–75
DOI: 10.1159/000369386

 Marshall TC, Slate J, Kruuk LEB, Pemberton JM (1998). Statistical confidence for likelihood-based pater-
nity inference in natural populations.  Molecular Ecology  7: 639–655. 

 Merenlender AM (1993).  The Effects of Sociality on the Demography and Genetic Structure of  Lemur fulvus 
rufus  (Polygamous) and  Lemur rubriventer  (Monogamous) and the Conservation Implications . PhD 
dissertation, University of Rochester, New York. 

 Mossman CA, Waser PM (1999). Genetic detection of sex-biased dispersal.  Molecular Ecology  8: 1063–
1067. 

 Nei M (1978). Estimation of average heterozygosity and genetic distance from a small number of indi-
viduals.  Genetics  89: 583–590. 

 Paetkau D, Calvert W, Stirling I, Strobeck C (1995). Microsatellite analysis of population structure in Ca-
nadian polar bears.  Molecular Ecology  4: 347–354. 

 Parga JA, Sauther ML, Cuozzo FP, Youssouf Jacky IA, Lawler RR (2012). Evaluating ring-tailed lemurs 
 (Lemur catta)  from southwestern Madagascar for a genetic population bottleneck.  American Journal 
of Physical Anthropology  147: 21–29. 

 Pastorini J, Fernando P, Forstner MRJ, Melnick DJ (2005). Characterization of new microsatellite loci for 
the ring-tailed lemur  (Lemur catta) .  Molecular Ecology Notes  5: 149–151. 

 Pastorini J, Fernando P, Melnick DJ, Forstner MRJ (2004). Isolation of 10 microsatellite markers for mon-
goose lemurs  (Eulemur mongoz) .  Molecular Ecology Notes  4: 67–69. 

 Peakall R, Smouse PE (2012). GenAlEx 6.5: genetic analysis in Excel. Population genetic software for 
teaching and research – an update.  Bioinformatics  28: 2537–2539. 

 Pusey AE (1987). Sex-biased dispersal and inbreeding avoidance in birds and mammals.  Trends in Ecol-
ogy and Evolution  2: 295–299. 

 Quéméré E, Crouau-Roy B, Rabarivola C, Louis EE Jr, Chikhi L (2010). Landscape genetics of an endan-
gered lemur  (Propithecus tattersalli)  within its entire fragmented range.  Molecular Ecology  19: 1606–
1621. 

 Sambrook J, Fritsch EF, Maniatis T (1989).  Molecular Cloning: A Laboratory Manual , 2nd ed. Cold Spring 
Harbor, Cold Spring Harbor Laboratory Press. 

 Sauther ML, Sussman RW, Gould L (1999). The socioecology of the ringtailed lemur: thirty-five years of 
research.  Evolutionary Anthropology  8: 120–132. 

 Sauther ML, Fish KD, Cuozzo FP, Miller DS, Hunter-Ishikawa M, Culbertson H (2006). Patterns of health, 
disease, and behavior among wild ring-tailed lemurs,  Lemur catta : effects of habitat and sex. In  Ring-
tailed Lemur Biology:  Lemur catta  in Madagascar  (Jolly A, Sussman RW, Koyama N, Rasamimanana 
H, eds.), pp 313–331. New York, Springer Science & Business Media. 

 Schoof VAM, Jack KM, Isbell LA (2009). What traits promote male parallel dispersal in primates?  Behav-
iour  146: 701–726. 

 Sugg DW, Chesser RK, Dobson FS, Hoogland JL (1996). Population genetics meets behavioral ecology. 
 Trends in Ecology and Evolution  11: 338–342. 

 Sussman RW (1991). Demography and social organization of free-ranging  Lemur catta  in the Beza Ma-
hafaly Reserve, Madagascar.  American Journal of Physical Anthropology  84: 43–58. 

 Sussman RW (1992). Male life history and intergroup mobility among ringtailed lemurs  (Lemur catta) . 
 International Journal of Primatology  13: 395–413. 

 Sussman RW, Richard AF, Ratsirarson J, Sauther ML, Brockman DK, Gould L, Lawler R, Cuozzo FP 
(2012). Beza Mahafaly Special Reserve: long-term research on lemurs in southwestern Madagascar. 
In  Long-Term Field Studies of Primates  (Kappeler PM, Watts DP, eds.), pp 45–66. Berlin, Springer. 

 Van Oosterhout C, Hutchinson WF, Wills DPM, Shipley P (2004). MICRO-CHECKER: software for iden-
tifying and correcting genotyping errors in microsatellite data.  Molecular Ecology Notes  4: 535–538. 

 Weir BS, Cockerham CC (1984). Estimating F-statistics for the analysis of population structure.  Evolution  
38: 1358–1370. 

 Wimmer B (2000).  Untersuchung der Paarungssysteme und der Populationsstruktur von Lemuren an Co-
querels Zwergmaki  (Mirza coquereli) , dem grauen Mauslemur  (Microcebus murinus) , dem Rotstirn-
maki  (Eulemur fulvus rufus)  und dem Larvensifaka  (Propithecus verreauxi verreauxi). PhD thesis, 
Universität München. 

 Wrangham RW (1980). An ecological model of female-bonded primate groups.  Behaviour  75: 262–300. 
 Yeh FC, Yang R-C, Boyle TB, Ye Z-H, Mao JX (1999). POPGENE, user-friendly shareware for population 

genetic analysis. Edmonton, Molecular Biology and Biotechnology Centre, University of Alberta. 
 Zaonarivelo JR, Andriantompohavana R, Shore GE, Engberg SE, McGuire SM, Louis EE Jr, Brenneman 

RA (2007). Characterization of 21 microsatellite marker loci in the ring-tailed lemur  (Lemur catta) . 
 Conservation Genetics  8: 1209–1212. 

  

D
ow

nl
oa

de
d 

by
: 

Y
al

e 
M

ed
ic

al
 L

ib
ra

ry
   

   
   

   
   

   
   

   
   

   
   

  
19

8.
14

3.
38

.6
5 

- 
11

/1
2/

20
15

 6
:1

5:
13

 P
M


