SUPPLEMENTARY TABLE 3: GENETIC DIVERSITY
___________________________________________________________________________


METHODOLOGY: DATA AND ANALYSES 

DNA extraction and genotype fragment analyses 

The eight Adansonia digitata microsatellite loci selected from Larsen et al. (2009) based on successful polymerase chain reaction (PCR) amplification are shown below in Table ST3a. 

	Locus (from Larsen et al., 2009) 
Primer Sequence 5’–3’ (Forward & Reverse)
	Fluorophor label

	AD01 
[FAM]CATTGCCAGGAATGCTTTTGC
GGATTGCCAGGTCTACTAC
	6FAM

	AD02
[HEX]TGCTGACTAGCAGTTTCCTATG
TCAGATGCCAAACATTCACACC
	HEX

	AD05
[HEX]CTCAACAAGGTTCGGATGTCGTATG
GTCTGCCGGGTGTTTTGCATG
	HEX

	AD08
[HEX]TCTAAAGCCTGTAAGGAAAAATGGG
TTCTCCGTTCACTCTGTACTTCC
	HEX

	AD09
 [TAMdT]TACCACTTCTCCAGATGCTAC
ACTGGCTAGAGATGCGTTG
	TAMRA

	AD11
[FAM]ATCAGCCATTCTGCATACCTGC
TAGGCACAAAACTGAGATGCACAG
	6FAM

	AD12
[FAM]GCTTGTCAAGCAATTCCCC
ACTTTGTCCCACCTGTTTCTC
	6FAM

	AD16
[TAMdT]TGCATCAGCTTTCACTCCAGAC
GCCACCCATAAAACCCAATCC
	TAMRA

	AD17
[TAMdT]GCGCCTTAGAAAGGACTTGTTAGAG
GCGCCTTAGAAAGGACTTGTTAGAG
	TAMRA




Table ST3a: Microsatellite PCR Primer Sequences and Fluorophor labels


RESULTS

Genetic Diversity

Although we cannot directly assign genetic markers to functional traits that may influence growth and resilience, we calculated genetic heterozygosity as a proxy for fitness, inbreeding coefficients and d2 (as in Coulson et al. 1998) to assess the possibility of past climate-triggered mortality as a selective pressure within the population. Higher measures of d2 are interpreted as greater genetic distance between individual’s parental genomes. The total number of alleles detected at each locus ranged from ten to twenty-four (Table ST3b). 
All loci contributed similarly to heterozygosity measures, with only one locus in one individual being homozygous at all four alleles (locus Ad09, Tree 10). For six out of the eight loci analysed, observed heterozygosity is higher than expected (Table ST3c). Overall heterozygosity for the population (0.935 ± SD 0.038) is slightly higher than expected (0.898 ± SD 0.014). Multi-locus inbreeding coefficients (Table ST3d), representing the degree of deviation from Hardy-Weinberg equilibrium, suggests no difference between cohorts (GIS = -0.017 to -0.035), though the measure of GIS for the total population (GIS = -0.033) is statistically significant (p=0.006). We found no correlation between individual heterozygosity and d2 values (r2=0.0476, F=0.4997, p=0.4958 (Table ST3e; Fig. SF4). This finding, in conjunction with the range of individual heterozygosity within each cohort, suggests high diversity of parental populations and no differences in genetic makeup of the parental seed sources.
	Locus
	Count
	Size Range (bp)
	p(1)
	p(2)
	p(3)
	p(4)

	Ad01
	12
	96-124
	0
	0
	0
	1

	Ad02
	11
	264-298
	0
	0
	0
	1

	Ad05
	11
	282-306
	0
	0
	0.083
	0.917

	Ad08
	14
	270-292
	0
	0.083
	0.167
	0.75

	Ad09
	10
	183-213
	0.083
	0.50
	0.083
	0.333

	Ad11
	24
	110-168
	0
	0
	0.25
	0.75

	Ad12
	12
	158-184
	0
	0
	0.167
	0.833

	Ad16
	17
	122-172
	0
	0
	0.083
	0.917

	Total # Alleles
	111
	
	
	
	
	



Table ST3b: Allele Counts & Frequency. Count gives the number of alleles for each locus, and 
p(1) - p(4) represents the fraction of genotypes with one, two, three, and four alleles, respectively



	Population
	N
	Ne
	Ho
	Hs
	Ht
	H’t

	Cohort 01
	9.000
	7.648
	0.943
	0.917
	0.917
	-

	Cohort 02
	6.875
	5.748
	0.910
	0.894
	0.894
	-

	Cohort 03
	10.250
	7.799
	0.946
	0.914
	0.914
	-

	Locus
	N
	Ne
	Ho
	Hs
	Ht
	H’t

	Ad01
	12
	7.744
	1.000
	-
	0.891
	0.880

	Ad02
	11
	9.047
	1.000
	-
	0.910
	0.907

	Ad05
	11
	6.865
	1.000
	-
	0.874
	0.863

	Ad08
	14
	8.930
	0.917
	-
	0.907
	0.887

	Ad09
	10
	5.731
	0.681
	-
	0.843
	0.847

	Ad11
	24
	16.690
	0.924
	-
	0.962
	0.971

	Ad12
	12
	9.216
	0.972
	-
	0.910
	0.894

	Ad16
	17
	12.737
	0.985
	-
	0.943
	0.936

	Overall
	13.875 (± SD 1.641)
	9.620 (± SD 1.246)
	0.935 (± SD 0.038)
	-
	0.905 (± SD 0.013)
	0.898 (± SD 0.014)



Table ST3c:  Genetic Diversity Indices for each cohort and each locus for all individuals in the total Skelmwater
population. N is number of alleles, Ne is effective number of alleles, Ho is the observed heterozygosity, Hs is 
expected heterozygosity for subpopulations, Ht is expected heterozygosity over entire population and H't 
represents corrected total heterozygosity for limited sampling.



	Locus
	Total Population GIS
	p value
	Cohort 1
GIS
	p value
	Cohort 2
GIS
	p value
	Cohort 3
GIS
	p value
	Overall

	AD01
	-0.122
	0.001
	-0.062
	0.191
	-0.077
	0.445
	-0.145
	0.011
	-0.094

	AD02
	-0.099
	0.003
	-0.071
	0.131
	-0.077
	0.434
	-0.105
	0.016
	-0.084

	AD05
	-0.144
	0.001
	-0.138
	0.147
	-0.082
	0.185
	-0.124
	0.012
	-0.114

	AD08
	-0.011
	0.502
	-0.095
	0.151
	0.035
	0.435
	0.015
	0.462
	-0.014

	AD09
	0.193
	0.001
	0.151
	0.040
	0.333
	0.019
	0.133
	0.035
	0.196

	AD11
	0.039
	0.085
	0.017
	0.497
	-0.037
	0.602
	0.080
	0.080
	0.019

	AD12
	-0.068
	0.030
	-0.038
	0.441
	-0.100
	0.113
	-0.053
	0.323
	-0.063

	AD16
	-0.044
	0.106
	0.009
	0.625
	-0.031
	0.511
	-0.086
	0.032
	-0.036

	Multi-locus 
	-0.033
	0.006
	-0.028
	0.119
	-0.017
	0.196
	-0.035
	0.042
	-0.027





Table ST3d:  Multi-locus inbreeding coefficients, for individual loci and combined, and p-values for total 
population and per cohort.
	Individual
	H
	d2

	Tree 1
	0.8929
	4.8234

	Tree 2
	0.9688
	19.8837

	Tree 3
	0.9063
	15.5580

	Tree 4
	0.9688
	13.3887

	Tree 5
	0.8438
	6.3227

	Tree 7
	0.9688
	10.2832

	Tree 8
	0.9375
	11.7682

	Tree 9
	0.8571
	17.5129

	Tree 10
	0.7917
	3.9204

	Tree 11
	0.8214
	22.2788

	Tree 12
	0.9375
	14.7656

	Tree 13
	0.8750
	12.8464




Table ST3e:   Measures of individual heterozygosity (H) and d2 values per individual baobab.





