Supplementary Material for Godoy et al., Cues to kinship and close relatedness during infancy in white-faced capuchin monkeys, Cebus capucinus


Table S1
Microsatellite markers used in genotyping 
	Locus
	Alleles
	Multiplex PCR
	Observed heterozygosity
	Allelic dropout

	Ceb01
	4
	Yes
	0.5158
	0.45

	Ceb02
	3
	Yes
	0.2110
	0.78

	Ceb03
	7
	Yes
	0.6782
	1.88

	Ceb04
	6
	Yes
	0.5361
	0.98

	Ceb07
	4
	Yes
	0.5578
	1.36

	Ceb08
	6
	Yes
	0.6138
	2.66

	Ceb09
	9
	Yes
	0.6571
	2.73

	Ceb10
	4
	Yes
	0.6447
	1.62

	Ceb11
	8
	Yes
	0.8023
	1.23

	Ceb105
	3
	Yes
	0.5431
	3.13

	Ceb115
	5
	No
	0.6745
	1.74

	Ceb119
	6
	Yes
	0.6686
	5.91

	Ceb120
	6
	Yes
	0.6667
	1.11

	Ceb121
	5
	Yes
	0.7061
	1.62

	Ceb127
	4
	Yes
	0.5115
	5.21

	Ceb128
	5
	Yes
	0.7069
	0.39

	Ceb130
	8
	No
	0.6667
	3.53

	D7S794
	3
	Yes
	0.5845
	1.37


The observed heterozygosity was estimated using all genotyped individuals in the Lomas population, including those analysed by Muniz et al. (2006). Allelic dropout rates were determined by looking at those samples analysed by I.G.; we limited data to heterozygous loci, calculated the proportion of times that the loci was falsely scored as homozygous, and divided those numbers over the total number of PCRs for the loci as per Arandjelovic et al. (2009).


Table S2
PCR protocol for first round of amplifications 
	Temperature
(°C)
	Time
(MM:SS)
	Cycles

	94
	9:00
	1

	
	
	

	94
	0:30
	3

	62
	0:30
	

	72
	0:30
	

	
	
	

	94
	0:30
	3

	60
	0:30
	

	72
	0:30
	

	
	
	

	94
	0:30
	3

	58
	0:30
	

	72
	0:30
	

	
	
	

	94
	0:30
	3

	55
	0:30
	

	72
	0:30
	

	
	
	

	94
	0:30
	28

	52
	0:30
	

	72
	0:30
	

	
	
	

	72
	30:00
	1


First round PCR was carried out for 16 primer pairs: Ceb01, Ceb02, Ceb03, Ceb04, Ceb07, Ceb08, Ceb09, Ceb10, Ceb11, Ceb105, Ceb119, Ceb120, Ceb121, Ceb127, Ceb128 and D7S794. Primer pairs Ceb115 and Ceb130 were not run in this first round of amplifications.


Table S3
PCR protocol for second round of amplifications
	Temperature
(°C)
	Time
(MM:SS)
	Cycles

	94
	9:00
	1

	
	
	

	94
	0:30
	40

	*
	0:30
	

	72
	0:30
	

	
	
	

	72
	30:00
	1


For primer pairs Ceb115 and Ceb130 this was the only round of amplifications. 
*Primer pair-specific temperatures are indicated in Table S4.

Table S4
Primer pair information
	Locus
	Primer
	Sequence (5’–3’)
	5’ label
	Annealing 
temperature (°C)
	MgCl2
(mM)

	Ceb_01
	Forward
	CCAGGCAAGCCAGCAATC
	6-FAM
	58
	1.5

	Ceb_01
	Reverse
	GAGCCAATTCCCCTAATAAATGTC
	 
	 
	 

	Ceb_02
	Forward
	ACAGCGAGCAATATAACCT
	HEX
	55
	1.5

	Ceb_02
	Reverse
	TCCTTCCCTATGCAAATTC
	 
	 
	 

	Ceb_03
	Forward
	TGGAACTGTGGGTATCAGTGT
	6-FAM
	58
	1.5

	Ceb_03
	Reverse
	TGTCATTGCTTTTAGGGGTTC
	 
	 
	 

	Ceb_04
	Forward
	CTTGAACTCGGGAAATGG
	HEX
	57
	2.0

	Ceb_04
	Reverse
	TGTGAGGCTTGCTTTTAAC
	 
	 
	 

	Ceb_07
	Forward
	ACCCAGGACAGGCAAAGG
	6-FAM
	55*
	1.5

	Ceb_07
	Reverse
	ATTATGGAGGGTCGGTGTG
	 
	 
	 

	Ceb_08
	Forward
	GCCTGGGTAACAAGAGCA
	HEX
	58
	1.5

	Ceb_08
	Reverse
	TATTTGAAACGGTGGGTCAG
	 
	 
	 

	Ceb_09
	Forward
	GGGCTTCTCAGCCTCCAC
	HEX
	60*
	1.5

	Ceb_09
	Reverse
	CAGGGTTCTCCAAAGAAAGAGA
	 
	 
	 

	Ceb_10
	Forward
	TTGCTGATGCTTGCCTTC
	6-FAM
	61
	1.5

	Ceb_10
	Reverse
	TGGCAGATTGTGGACTTCTC
	 
	 
	 

	Ceb_11
	Forward
	GCTTTCTGACTTGGGCTGAC
	6-FAM
	59
	1.5

	Ceb_11
	Reverse
	TGGTTTGGATGCCTCTGAC
	 
	 
	 

	Ceb_105
	Forward
	GCACTCCCCTGTCTGTTCC
	HEX
	60
	2.0

	Ceb_105
	Reverse
	TAGGACTTGGGCTGGCTTC
	 
	 
	 

	Ceb_115
	Forward
	CCTGGGCAACAGAGTGAG
	HEX
	58
	1.5

	Ceb_115
	Reverse
	TACACACAGTATTGGGAGACCA
	 
	 
	 

	Ceb_119
	Forward
	TGGGCAACAGAGCAAGAC
	HEX
	62
	2.0

	Ceb_119
	Reverse
	ACTTGAGAGGTTGAAGCATGAG
	 
	 
	 

	Ceb_120
	Forward
	TTTGGGACTTGGACTGGTTC
	6-FAM
	60*
	1.5

	Ceb_120
	Reverse
	CCGGGTGTATTAGGGTCCTC
	 
	 
	 

	Ceb_121
	Forward
	CCATTTAGGGGAGGAGAAGG
	HEX
	59
	1.5

	Ceb_121
	Reverse
	TTGGTTGGTAGGCAGGTAGG
	 
	 
	 

	Ceb_127
	Forward
	TGAGGCTTTGAGAGGGTATGTG
	6-FAM
	60
	1.5

	Ceb_127
	Reverse
	AGGCAGGCAGGCAGACAG
	 
	 
	 

	Ceb_128
	Forward
	CAGCGAGGTTTCATCTCAAG
	6-FAM
	60
	1.5

	Ceb_128
	Reverse
	TATTGCCAGGTCCAAAAGTG
	 
	 
	 

	Ceb_130
	Forward
	CAAAGTCCACTCACTTAACCAC
	HEX
	59*
	1.5

	Ceb_130
	Reverse
	AGAAGACCCTGCCTCAAG
	 
	 
	 

	D7S794
	Forward
	GCCAATTCTCCTAACAAATCC
	6-FAM
	52
	1.5

	D7S794
	Reverse
	TATGCCCATGTGTTAGGGTT
	 
	 
	 


*Two cycles at +2 °C, two cycles at +1 °C, then 36 cycles at specified annealing temperature.

Table S6
GLMM results for probability of close relatedness (r ≥ 0.25) to males
	Fixed effect
	Estimate
	SE
	df
	LRT
	Pr()

	(Intercept)
	0.183
	0.742
	
	
	

	Test variables
	
	
	
	
	

	Male is alpha
	9.197
	2.579
	1
	13.944
	0.0002

	Spatial proximity
	0.969
	0.178
	1
	13.522
	0.0002

	Age proximity
	-2.170
	0.544
	1
	10.404
	0.0013

	Control variables
	
	
	
	
	

	No. of adult males
	-0.060
	0.213
	1
	0.071
	0.7899

	No. of adult females
	0.859
	0.231
	1
	6.760
	0.0093

	Infant is male
	-0.309
	0.271
	1
	1.078
	0.2991


Model was run using spatial proximity scores and demographic information from the first 4 months of each infant’s life. Significant outcomes are shown in bold.


Table S7
GLMM results for probability of close relatedness (r ≥ 0.25) to females
	Fixed effect
	Estimate
	SE
	df
	LRT
	Pr()
	

	(Intercept)
	-0.272
	0.515
	
	
	
	

	Test variables
	
	
	
	
	
	

	Spatial proximity
	1.261
	0.185
	1
	16.811
	<0.0001
	

	Age proximity
	-1.148
	0.491
	1
	3.507
	0.0611
	

	Control variables
	
	
	
	
	
	

	No. of adult males
	-0.331
	0.221
	1
	1.919
	0.1659
	

	No. of adult females
	0.373
	0.231
	1
	2.446
	0.1178
	

	Infant is male
	0.543
	0.256
	1
	4.182
	0.0409
	


Model was run using spatial proximity scores and demographic information from the first 4 months of each infant’s life. Significant outcomes are shown in bold.

Table S8
GLMM results for the probability that an adult male was the father of an infant
	Fixed effect
	Estimate
	SE
	df
	LRT
	Pr()
	

	(Intercept)
	-3.428
	0.469
	
	
	
	

	Test variables
	
	
	
	
	
	

	Male is alpha
	4.846
	1.067
	1
	12.013
	0.0005
	

	Spatial proximity
	0.619
	0.248
	1
	5.756
	0.0164 
	

	Control variables
	
	
	
	
	
	

	    Male age
	0.545
	0.287
	1
	3.309
	0.0732
	

	No. of adult males
	-0.149
	0.310
	1
	0.201
	0.6536
	

	No. of adult females
	0.280
	0.311
	1
	0.792
	0.3735
	

	Infant is male
	-0.217
	0.377
	1
	0.329
	0.5665
	


Model was run using spatial proximity scores and demographic information from the first 4 months of each infant’s life. Significant outcomes are shown in bold.


Table S9
GLMM results for probability of infant’s partner being a paternal sibling
	[bookmark: _GoBack]Fixed effect
	Estimate
	SE
	df
	LRT
	Pr()
	

	(Intercept)
	-12.787
	1.487
	
	
	
	

	Predictor variables
	
	
	
	
	
	

	Spatial proximity
	0.062
	0.356
	1
	0.036
	0.8505
	

	Age proximity
	-23.998
	5.218
	1
	11.337
	0.0008
	

	Control variables
	
	
	
	
	
	

	Is maternal sibling
	1.243
	0.690
	1
	1.782
	0.1820
	

	No. of adult males
	0.619
	1.001
	1
	0.486
	0.4855
	

	No. of adult females
	4.929
	1.496
	1
	9.885
	0.0017
	

	Infant is male
	-0.017
	1.146
	1
	0.000
	1.000
	

	Partner is male
	1.136
	0.964
	1
	1.398
	0.2370
	


Model was run using spatial proximity scores and demographic information from the first 4 months of each infant’s life. Significant outcomes are shown in bold.
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