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To ensure DNA purity and address the challenges posed by the high levels of phenolic, polysaccharidic, and glyco-lipidic compounds in the extracts that complicate DNA isolation, the homogenate of each sample was pretreated with a sorbitol-based extraction buffer solution (composed of 63.7g of sorbitol, 100mL of 1M Tris-HCl pH 8, 10mL of 0.5M EDTA pH 8, 5g of 0.5% sodium bisulfite added on the same day, and Milli-Q water to a final volume of 1000ml). The whole mixture is centrifuged before applying the extraction protocol [26].
Supplementary Material S2
The PCR in simplex were carried out in a total volume of 10 μL, consisting of: 0.15 μL of the forward primer [10 µM], 0.10 μL of the reverse primer [10 µM], 0.15 μL of a fluorescently labeled primer (Q1 to Q4; see Table 1) [10 µM], 1 μL of DNA (10 ng/μL), 4 μL of PCR Master Mix (Type-it Microsatellite, Qiagen), and the volume was completed to 10 μL with ultra-pure water (Invitrogen). Each multiplex PCR consisted of: 0.15 μL of each forward primer [10 µM], 0.10 μL of each reverse primer [10 µM], 0.15 μL of each linker (Q1-Q4) [10 µM], 2 μL of DNA (10 ng/μL), 7.5 μL of PCR Master Mix (Type-it Microsatellite, Qiagen), and the volume was completed to 15 μL with ultra-pure water (Invitrogen). The PCRs in simplex or in multiplex were performed using a Veriti™ 96-Well Thermocycler (Thermo Fisher Scientific) under the following conditions: initial denaturation at 95 °C (3 min), 30 cycles of denaturation at 95 °C (30 s), annealing at 57 °C (1 min 30 s), extension at 72 °C (30 s), followed by 10 additional cycles with the annealing temperature adjusted to 53 °C, and a final extension at 60 °C (30 min). Using 2 µL of the PCR product, 10 µL of Hi-Di formamide (Applied Biosystems, Thermo Fisher Scientific), and 0.12 µL of GeneScan 500 LIZ Size Standard (Applied Biosystems, Thermo Fisher Scientific), genotyping of all samples was performed using an ABI 3500 XL sequencer (Applied Biosystems, Foster City, California, USA) at the CIRAD genotyping platform in Montpellier. 


Appendices
Table. S1 Total genetic properties of the 13 newly developed polymorphic nuclear microsatellites markers of Canarium schweinfurthii 
	[bookmark: _Hlk184310472]Multiplex
	Locus
	Total (N=98)

	
	
	A
	AR
	H0
	He
	aFis
	r

	

Multiplex-1
	CS02
	27
	17,99
	0,776
	0,941
	0,177***
	0.06±0.05

	
	CS11
	7
	5,51
	0,429
	0,61
	0,299***
	0.06±0.04

	
	CS36
	12
	9,91
	0,604
	0,87
	0,306***
	0.1±0.04

	
	CS37
	19
	11,94
	0,737
	0,88
	0,164***
	0.05±0.06

	
	CS50
	6
	4,69
	0,541
	0,612
	0,116*
	0.03±0.03

	


Multiplex-2
	CS05
	6
	4.38
	0.433
	0.716
	0.396***
	0.15±0.08

	
	CS19
	19
	13.68
	0.845
	0.91
	0.07*
	0.003±0.005

	
	CS20
	16
	12.95
	0.521
	0.918
	0.436***
	0.19±0.07

	
	CS34
	14
	9.09
	0.67
	0.842
	0.205***
	0.03±0.04

	
	CS40
	22
	12.43
	0.674
	0.825
	0.184***
	0.08±0.03

	
	CS42
	25
	15.87
	0.716
	0.921
	0.223***
	0.1±0.1

	
	CS49
	29
	16.24
	0.779
	0.928
	0.161***
	0.05±0.06

	
	CS52
	13
	7.38
	0.646
	0.738
	0.125*
	0.03±0.03

	Multilocus mean
	16.54
	10.92
	0.644
	0.824
	0.219***
	0.07±0.05


Note N individuals number sampled, A number of alleles, AR (K=38 gene copies) allelic richness, H0 observed heterozygosity, HE expected heterozygosity, FIS inbreeding coefficient or fixation index, r frequency of null alleles, aSignificance of deviation from Hardy–Weinberg equilibrium (HWE): *P < 0.05, **P < 0.01,***P < 0.001, Total : total observed among all four populations

Table. S2 Statistics values computed from genetic analyses at population level (pop = 1 CATEGORICAL GROUP > 4 populations) of Canarium schweinfurthii
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	Locus
	FIT
	FIS
	FST

	All loci
	0.2350
	0.1684
	0.0801

	2
	0.1920
	0.1279
	0.0735

	11
	0.3201
	0.2262
	0.1214

	36
	0.3270
	0.2356
	0.1196

	37
	0.1768
	0.1215
	0.0629

	50
	0.1427
	0.0254
	0.1203

	5
	0.4035
	0.3735
	0.0478

	19
	0.0915
	-0.0020
	0.0934

	20
	0.4421
	0.4094
	0.0553

	34
	0.2355
	0.0984
	0.1521

	40
	0.1940
	0.1512
	0.0505

	42
	0.2287
	0.2069
	0.0275

	49
	0.1735
	0.1225
	0.0582

	52
	      0.1426
	      0.0680
	      0.0800

	Mean
	0.2349±0.0297
	0.1685±0.0343
	0.0800±0.0102


Table. S3 Overall comparison of genetic structuring indices by locality
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	A
	AR
	H0
	HE
	FIS a

	MeyoVille
	11.38
	9.74
	0.684
	0.8052
	0.153***

	KoupaMatapit
	9.85
	8.97
	0.56
	0.7625
	0.270***

	Orodara
	8.38
	8.06
	0.681
	0.7497
	0.093***

	Bouaké
	8.46
	8.46
	0.648
	0.7526
	0.143***


A= number of alleles, AR= allelic richness, H0= observed heterozygosity, HE= expected heterozygosity, FIS= inbreeding coefficient or fixation index, r= frequency of null alleles
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Fig. S4 Cross-entropy as a function of the number of ancestral populations (K). This graph shows the evolution of entropy, indicating that the best genetic separation is obtained with a small number of populations (K=2), after which entropy remains relatively stable for higher values of K.
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Fig. S5 Barplot representing the variance explained by each principal component (PC) for principal component analysis (PCA). The proportion of variance explained by the first principal component (PC1) is higher, capturing most of the variance in the data and therefore sufficient to explain the total variation. The other components contribute very little.
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Fig. S6 Principal component analysis showing the distribution of individuals across the principal components (PC1 and PC2) by population. The colours indicate the countries (Burkina Faso, Cameroon, Côte d'Ivoire) and the symbols represent the geographical groups. Individuals in the ‘West_Africa’ group (red triangles) are clearly separated from the ‘Central_Africa’ groups (blue circles), reflecting a clear genetic distinction based on geography.
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