
Supplementary Table S1. Pairwise generalized Mahalanobis distance matrix (D²) among the 11 macaw palm genotypes based on 15 fruit biometric traits.
	Genotype
	A1
	A2
	A4
	A7
	A8
	A17
	A21
	D32
	47-1
	27
	105-1

	A1
	0
	89.92
	98.86
	152.42
	255.25
	1578.59
	1529.95
	2385.87
	2022.91
	1627.17
	734.02

	A2
	89.92
	0
	221.89
	348.27
	252.20
	1505.86
	1538.11
	2198.11
	1757.49
	1399.79
	1030.20

	A4
	98.86
	221.89
	0
	179.60
	446.53
	1498.08
	1527.98
	2397.92
	2011.93
	1698.90
	839.56

	A7
	152.42
	348.27
	179.60
	0
	406.95
	2105.39
	2121.04
	3138.04
	2699.23
	2177.27
	736.73

	A8
	255.25
	252.20
	446.53
	406.95
	0
	1587.04
	1490.64
	2121.01
	2182.80
	1513.56
	692.44

	A17
	1578.59
	1505.86
	1498.08
	2105.39
	1587.04
	0
	455.76
	455.55
	422.08
	279.14
	1197.94

	A21
	1529.95
	1538.11
	1527.98
	2121.04
	1490.64
	455.76
	0
	233.95
	827.49
	523.95
	964.03

	D32
	2385.87
	2198.11
	2397.92
	3138.04
	2121.01
	455.55
	233.95
	0
	623.45
	390.41
	1716.33

	47-1
	2022.91
	1757.49
	2011.93
	2699.23
	2182.80
	422.08
	827.49
	623.45
	0
	160.17
	1909.74

	27
	1627.17
	1399.79
	1698.90
	2177.27
	1513.56
	279.14
	523.95
	390.41
	160.17
	0
	1253.02

	105-1
	734.02
	1030.20
	839.56
	736.73
	692.44
	1197.94
	964.03
	1716.33
	1909.74
	1253.02
	0











D² values correspond to generalized Mahalanobis distances estimated from the standardized biometric traits. Lower values indicate greater similarity between genotypes, whereas higher values indicate greater genetic divergence.


